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[#fFif:£©«gH] 

[ff^l] @E3«# : l{C^tlfi©75;iMe t^?>3 6 1.^07 
Wcfc^T 1 3gL < tt^i075yi®^, #MD t /3t»ffi!©7$;i?tC 
[ft :£3g 2 ] EB#J## : 3 tC^"t 1 &<DT ^ et^e>144 fi07 

[«*^3] @H^J#-^ : 5lCg^ lfi©7 5 ;iMe t j^£> 2 3 7 &L<DT 

[W#^4] fgJUS-i- : 71C^-T lfi©7^;|Me t fr£> 5 3 8&<DT 

[if 3^5] BB^f## : 2Kie«<2|&»@H^£&3DNA£/W? r y 4f 
>fXt5DNA^3- KtSSBI. 

[ft 6 ] @B?!l#-i§- : 4 lCSE«tf>i£a@i2?!l^ e>*5DNAi:;W^'J ^ 

^fXt-SDNA^n- KtSSai. 
>fXt*DNA*«3- Kt§IBI. 

9 ] i ~ 8 ©v^tia* i ^jcffi^KcDsaKiiffii©^^ k 

1 ftSE*^ 1 1 -3050172 



4#5JZ 10 — 214 7 20 



m&T&l 0] ff^l-g^Tti^l^lCiB^MeSI*:^- F"t£ 
DNA 0 

1] OtCgE*£>DNA#!¥A£*lfe'<?#-o 

2] |f#^l 0KI|B«©DNA£$8^tBK:##«^JHE« 

[ft#3U V] IB3«# : 2. @B?!I#-i# : 4. @B?!I## : 6JfctfBI7g## 
[$§^©fNffl&M] 

[0 0 0 1] 
[0 0 0 2] 

2 ffiIE4#¥ 11-3050172 



4$ 5p 10 — 214 7T0 



[0 0 0 3] 

J:fS-9--f h*>f>S*»77$'J-(5f^»ati©fcbt, -if 
/\^aKx^>S«*> HUHKJEB^ (TNF) h^X^*- 

(tgf/8) s*#©*775'J-tf#rf&^ ■eti-^n©^ 

[0 0 0 4] 

©&*;b^ >#0^£&*&*#^fgT*&y, *fca*icftan»fc*:/^ K<i£*;i/ 
*Hffc#v^>f h^-f >3B©»P Tl»j*iSflS*«f?tonTv>s©J±* xy;*nsKx 

G-CSF, GM-CSF, IL-2T'^«J, * fe^ffiJ*lSMK:ifilWfe 
tt8t#fr*>*lTV*S, IL11, LIF, I L 1 2 JCfln^-T-hfB^-^ K*^/^ 

3 mii^ 5 ! 2 11-3050172 
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[0 0 0 5] 

feS^&5ftI«LTJiJEK:«[#<(Z>S**««^n-— >^atiTv^« (2) . 3titc 

L/5jWJfi^1fi«lC#^EL, #lCTrp-Ser-Xaa-Trp-Ser (X a 
J: y^S^Sratfti-S^JBItSti*. «i*i*T.tc I L 1 (4 
[0 0 0 6] 

^^=fe3^^"eiC, Tr p-Se r-Xaa-Tr p-Se r JE^-^&n — 
Ff5*y K£^D-:/lCffl^T^-?/W:/y #4M-i/ay 

feSV^iRT- PCR*©2f$5£K:J: y*r«S$£#©835R«:#MTl/T£fc. Lfrb 
i© : Ef-7S:3-Ft4t'JJ3H'l/tf Ft ggag (t/c) nnntg 
gag (t/c) ( n BH£jS©£3£) AU5tlfi:i^*, £ £> iZit g/ c 

s^iftv^^9c<z>3SA^ e>3®-»<z>^^f -?v #4H-y=iy<Dm$k0kftTT*Mmzi 5 

4 1-3 0 50 1 7 2 
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[0 0 0 7] 
[0 0 0 8] 

[Rja & -r & fe #> #>#©] 

^>^^it^-?^#^Ei-^«)^$:^-r-Se69-e, _tfET r p - S e r -Xa 
a-Trp-Se r^^-^$:=2- K^-B^T© nTffi&# U =3T* * FIB^J 

, BAC, PAC) (Cov>T. :/D-:/@3#[J§S<Z>i&«fiI#!£7^ /KIEJUKlSE 
[0 0 0 9] 

Jtbfc,, 3tf>e>*> H@JigE*fl<Z>GM-C S F^-jrSsgtfMt^T- (§2 2M 
22ql2. 3-13. 2 «cE&3fc) T'fe *; O 1 (S£ 1 6 Sfiife# 1 6 p 1 2 
iifi*BAC^n->ACO 0 2 3 0 3) ttfHB^ i esKx^>gg#& 3- F 
Hmm^tl. XOit^-fc TNR8j il^i&bfec 

ML/feRT-PCRlCcfcUNR8S:n - Ft5t#ie>^cDNA?:t hflSJE 

5 ffllE#¥ 11-3050172 
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-■&mmz.S' 3' -RACESI:ft9*{CJ:yM»}C3 6 175 7^ 
[0 0 10] 

N R 8 - a tt-**3t±, fflffi*««K:ffiKD:7 7^ U - ;* > n 
{Cgg#i-<5i:#X.^tlS b ox l^-^, ^#J:<&#£*lT;J3 yUMlftfc^ 
[0 0 1 1 ] 

It^oT, #»IJ!W:, (1) li3tlfiOD7$;tMet^e) 
3 6 1&(D7^ jms e r £ T?©7 ^ J WOBffil* fcSSSSI, XtiMSafC* 

o 

#28fE&££, (2) @OT§-5§-: 3i3tlfi©7^SlMet^f,14 4fi 

©7^ ygEL e u^T-©7^;®i2^?)^5sei> x»MgSM*©7^ y 

®EIH^JIC^VAT 15gU<tt«8MH©7^ tt#n;&tf/Xtifl&©7 ^ 7 

@EfC J: 3 SmiC J: y ^tQr $ tifc 7 ^ y WLWffl-fr h & -5 S fi SC 5: £ = 

#3fclJ!W:*fc* (3) : 5lZm-t 1&<DT $ ;|Me t*^2 3 7fi 

©7^ ;|Ser £"£©7^ ^ iffi3»JA^^5ge«, X»KSS®#©7^ 7 

Mse^Hcfcv^ i^L<t±tt»«©7^ ^K©^. tf#ottf/xMi©7^ / 
£ s tt^c j: y mm $ ti^ 7 ^ j wsM-frh & * s a « feanft-r & „ 

[0012] 

&$&miZt.t^ (4) gB#J## : 71C^-T lfe©7^ /^Me t*e,5 3 8fi 
©7^ ;SSer *T©T^ 7&ffi3W£>&*aBJR, XtttSfiS*®7^ 7 

®?ic «fc £ «g|ic J: y *i£ 7 ^ >> KltfU** £> & -5 5 3 « -5 . 

#?gl£&±£fc, (5) fH#J## : 2lCsH«©f^«@S^J^b^SDN AilA-T^" 

6 miE^^ 11-3050172 
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'J^>fXtSDNA^3-KtSlfiIS:^t5. 

(9) JiflB (1) ~ (8) (^1**1^ lolCiE«tf>MBfI£ftil 

[0 0 13] 

do) _Lia (i) ~ O) ©v^ji^iotcffltfcseBS: 

3-Kt5DNA&f||tt§. 
*mm&£t-> (1 1) ±ffi (1 0) CBiODNA««#AS*lfc^ir*-S: 

#$8188:* fc* (12)±fi(10) KiaB*©DNAS:»^-BrtBlC««pi-*^ 

#38«IH:*fc, (13) _hSB (12) lcEi©^St««#S**t6Xg*^ 

tf, jiia (i) ~ o) ©^T*i#i^K3Btf©se«©a83£#ifc&s#i**. 

d4) _hia (i) ~ (8) izmmom&mz&iftzmMz 

(a) JtfB (1) ~ (9) <D\t^tlfrl^\Z&m<D&&ttWimZft*&1&2-& 

(b) ±ta (i) ~ o) ©vx-rti^ioK:gB*©aaRK:*g'&-rs?stt«:^"r 

[0 0 14] 

(is) ±ia (i) ~ (8) ©v^m^io»cia«©seRK: 

##gfmii:fc, (1 6) ±IB (1 5) K$ffi<DiM*£* -tiH (D ~ (9) <D 
fiR©tefflXttilH}£#8j 

7 miE# s l 2 11-3050172 
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*mmit£f^ (17) K#f##: 2, BB#I##: 4. : 6&tfge#! 

>fXL, ^ai<tt)l 5J6SCD«|*S:^"r«DNAS:itl«"r-6. 
[0 0 15] 

« tnr8j ^^$4x^sa«©T^ jmmwtmmm^ 1, s#f#-*: 3 

, m&m-%: 5MI2M^: 7lC^U f gfif 5:3- FfS c DNA©M 
[0 0 16] 

D VMi h c DN A^-T Zfy U U - — > ^ L T#& 3 £ tfT'g £ 

o 

#?,tlfecDNAX(icDNA^?:^D-^fc IT, $e>JCcDNA^>f:/ 

^v-zx? v zz.niz&y m&zfflm. mm. *> ate 

cDNA7^f^7'J-}t ^[JSambrook, J 
. et al. .Molecular Cloning, Cold Sprin 
g Harbor Laboratory Press (1989) fCSB<^©^ 

[0 0 17] 

c DNACDSfiMB^f&SWt £ JC J: »J, -etl^n - 
, c DNAfc^d-^h LT^oi7 ^ ^DNA7-f^7 U D 

, ^7 — (Chirgwin, J.M. et al. , Bioch 

8 ffilE^f^P 11-3050172 



iff^ 2 10 — 214 T^O 



emistry (1979) 18, 5294-5299), AGP CSS (C h o 
mczynski, P. and Sacchi, N. , Anal. Bioche 
m. (1987) 162, 1 5 6- 1 5 9) ^CJ: ^RNA^Sib, m R N 
A Purification Kit (Pharmacia) 
RNA*^m-RNA5:)iSt5 0 Quick Prep m R N A Pur 

if ication Kit (Pharmacia) £fl!|V^-g>.I.£:lCj:*)mRN 

[0 0 18] 

H^tlfemRN Afribmm^&mZm^T c DNAS^t^. cDNA0^ 
EfcteU AMV Reverse Transcriptase First — s 
trand cDNA Synthesis Kit (£{fc^XH) m&m^T 

ifr^t^t't^ tt^ *mmmizwim2ftt~-7u--7$:m^x. 5' -Am 

pli FINDER RACE Kit (ClontechS) fc<fctfrt<y * 
*y — "If (polymerase chain reaction;PC 

R) £ffl^£:5' -RACES (Frohman, M. A. et al. , Pr 
oc. Natl. Acad. Sci. U. S. A. (1988) 85, 8998 
— 9002;Belyavsky, A. et al. , Nucleic Aci 
ds Res. (1 9 8 9) 1 7, 2919-293 2) iCbfetfK cDNA 

[0 0 19] 

-£»*LTmS©«IM.** B 65 £. "t £ D N A ®%££5!£r % 

«k *;»3Sa^8©Wv^iiI?aS:|8tf-r«3 4:««T?§* (G r a n t h am, R. et 
al.,Nucelic Acids Research (1981) 9, r 
43-r74) . ##§380) DN A S: r^figCD 3r y h^4k%UDj5mz J: oTBfc 

9 ffifE4#¥ 11-3050172 
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j|S^DNA77^^> h<DWA. V>iJ-(DmU. H§*&=i K> (AT G) 
/Xtt*»&3F> (ATT, TGAX&TAG) ©Jf AW#tf £ *l£ = 

^mmoDNAi^ Mfa&j^izmpm^ .• 2©msie#ifc^T4 4 i&cd^ 

■SAjbvfei 5 2 3&<Z>i£SCfr£>&.5DNA. BB#f## : 4 ©l&SBB?rjiCfcVNT 
4 4 lfe©A^?)8 72MlA^f)4§DNA, @B#I#-ig- : 6 ©ig^Se^JtC 
feVAT 6 5 9^©JE&aA^^ 1 3 6 8 t0giC*> D N A&tf I2#J#-J§- : 

8©&^fe#If;:;l3V^4 4 1 feO^^A*^ 2 0 5 4 fetf)^*C *>> D N A 

[0 0 2 0] 

fcttU Mx.lf4 2°C > 2XSSC, 0. l%SDS##tf£*U ^f^b<li50 
TC, 2XSSC, 0. 1%SDST'S5. £ <k U L < te, I^NU^^x 
> btegkfrtfmtf *>*IZ> B iftX h y >S?x> h^^i:«. «f*.fc£6 51C, 2X 
SSC&tfO. l%SDS^#tf ?>n^c ^^©^M^lCfe^T, MS£±tf<S 
S IC 1ft V \ *g n 5: ^ -t £ D N A £ # £ £ £ # -e H Z> 0 

_fcfH(D/W:/y Xt S D N A ttff* L< li^Mfi*0D N A, cD 
NAX1^6ftDNAt$oT<|:K 
[0 0 2 1 ] 

tot, jiia<z)3€*Sffi3RoDNAtt, «;ttf2y6Mtc;^T#»t!i!©gBK&:3 

- KITS cDNAiM^'J ^XtSmRNA«$tlSffiia*0c DN 

1 0 11-3050172 
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[0 0 2 2] 

□ ^-f ^^ftfi^n^— /x>^:/-9-- (human cyt omega 1 
ovirus immediate early promoter/ enha 
ncer) *mf Z> Z. £ #T*^ 
[0 0 2 3] 

( s v 4 o) ^(Z)^7>f ;i/^^'D ; E-^-/x>^>-9-- J Mi bxn>^-i/a> 



(HEFla) OHf ?US;i«E&3Ktf> :/n =E - $ -/X>7N >if - 

Mz-l*. S V 4 oyn^E-^-Zx^/N^i^-Sr^M-rS*^-, Mullig 
a nh<D^m (N a t u r e (1 9 7 9) 2 7 7, 1 0 8), * tc. HEFla 
^□^.^-/l^^^t-^tSi^, Mizushima (N 
ucleic Acids Res. (1990) 18,5322) lCt£x.&^ 

^ izmt&i- & - £ #T* £ & = 
[0 0 24] 

-$-%m\fZ>Z.£tfT*£2> 0 lacZ^D^-^-^ffltSS^ Ward 



1 1 



miitE^ 5 ! 2 11-3050172 



#3£ 10 — 214720 

I 

(Nature (1098) 341, 54 4-5 4 6 ; FASEB J 
(1 9 9 2) 6, 2 4 2 2-24 2 7), a r a B^n^-^-MtSi 
Better £>©;£fi£ (Science (1988) 240, 1041-1 
0 4 3) lC^;Lfc£<fc V*. 

pel B l/ff±)\yWM (Lei, S. P. et al J. Bacte 
riol. (1987) 169, 4379) %&m°tn& J; V*. 
[0 0 2 5] 

&mmt&&£^"£&> SV40, ^u^--^^-r;i/x. y?J 
r?tfn-v?-f (bpv) ^^fi^fe©?^^;! ££>lc> 

7^;^'JnJ/Kh7>X7i5-if (APH) at-fiS^, ^$^>3f^-if (T 
K) 3t>£^\ ^JK»^-9->^->^T->^X^U/J<i/;i/h^>X7^^-if (E 
c o g p t ) fcfi^K KnHBfcS7G*3lS (dhfr) *e^S:<&tf£fc# 

[0 0 2 6] 

-£LTli, iffSH&^fi*©^^^* MA^PEF, p C DM 8 , MM 
JB&fi^tf)^^*-* «ilipBacPAK8, ttifefi*©^^^ * 09 

pMV, pAdexLcw, 1/ h D ^ # ffilAfef P Z I 

p n e o, ^#fi3fetf>2)!3l^#-, WittfpNV 1 1, S P-Q0 1, ft^M 
teteamM^P «AtfpPL6 0 8, pKTH50, ^Bi^ffi^tf)?!!*!!^ 

MX-lipQE, pGEAPP, pGEMEAPP, pMALp2*W 

^^t?!!©^ in vivo, in v i t r ot*^f©iag$: 

o 

1 2 ffiSE#¥ 11-3050172 
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4^3I<Z>#&. M^-liU ymfi^S/V^te (Virology (1973) 5 2, 
4 5 6-4 6 7) ^Xl/^hD3Kl/-J/3^S (EMBO J. (1 9 8 2) 1 
, 8 4 1 - 8 4 5) f*^^e>tl5. 

2> 0 5fiSC5gig<Z>fc#>©jg£^M^ in v i t r o^i^i n vivoOf 
i n v i t r o<Z>jg£^fc LT«, MMSfc^JB-T 

[0 0 2 7] 

-So tMMBSil bTtt, WILISm. MxtfCHO (J. Exp. Med. (1 
9 9 5) 1 0 8, 9 4 5). COS. $:nn-V. BHK (baby ham 
ster kidney ) . He La. Vero. W^iffllfe. mX\-ZT7V3> 
V *j33L)\/$$nMM (Valle, e t al. , Nature (1981) 2 
9 1, 3 5 8- 3 4 0) , fe^>VNliM*M> MZ-lZs f 9. s f 2 1, Tn5 

flg-efeS dhfr-CHO (Proc. Natl. Acad. Sci. USA ( 
1980) 77, 421 6-42 20) ^CHO K-l (Proc. Natl 
Acad. Sci. USA (1 9 6 8) 6 0, 1 2 7 5) *&mizmm~?2>Z. 

[0 0 2 8] 

M<V3ffi§&£. L/Tli, Nicotiana tabac u mft5fe(D*IW&##t £> tl 

O^-feX (Saccharomyces)M. MxJilJ- v ft U ^ -fe X • -fe l/fcf */ 
x (Saccharomyces cerevisiae) . Mxli T 

X^;i/^^XJ| (Aspergillus) ft, W V* • — #- 

(Aspergillus niger) £ tlT V^-Sc 

. *,&§g (E . c o l i ) , ttSuStffci&fiT^S. 

1 3 mii#¥ 11-3050172 
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[0 0 2 9] 

z.ne><Dmmzg&)ii-?zDNAK£ vmrnsmh. jemima titcmm* i 

n v i t r oX*igm-?2>Z.lHZ£ym&gii>mfi>ftZ>o £*#KD#&lC 
m^7Z>o fflPLli. tgmWitlsX, DMEM, MEM, RPMI 1 64 0, IM 

DM^ffit5ii:^t*§s 0 -e©^ ^mfttf&m (fcs) ^(Dskmmmzix 

(DtfifttLV^o 1%MlZM1g%f3 0~4 OX^-e^l 5~2 0 OBffSffV^ *&glCf5 
[0 0 3 0] 

— 3\ in vivo ©M^i: ITU M 

§ (Vicki Glaser, SPECTRUM Biotechnolog 
y Applications, 1993) 0 tir3UMft£;Bv^&£ % 

h ^ y x s; i ^ y ^ i& ^ & v ^ & * n w x # & . 

[0 0 3 1] 

F^zmfc*<D&tpizmAvxffli&m.fc?-t: vxmm-t^. z.v> 

DNAj{j«#AS4xfe»-^3*'G^-&-#tfDN A $T#£^3 r CDJE'vaA U 3tf)JE£ 

y^-V^lCftJBLTfcJ:^. (Ebert, K. M. et a 1. , B i o/T 
echnology (1 9 94) 12, 6 9 9 -7 0 2) „ 
[0 0 3 2] 

1 4 &§E#^ 1 1-3050172 
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n<Di£WL& y/fTM©5 fi (Susumu, M. e t al. , Nat 

ure (1985) 315, 5 9 2-5 9 4) „ 

V^»&, a tt t S D N A ^ - , ^Jx.SpMON5 3 0 izffi 

AL, ^-O^Z & — 2cAgrobacterium tumefaciens<Z) 
i^&A^f'jyC^AtS. rC/^r'jn^An, iitfNicotia 
na tabacumiCi^t AnClJ: »; K£f§5 

(Julian, K. — C. Ma et al., Eur. J. I mm u n o 1 
. (1994) 24, 1 3 1 - 1 3 8) „ 

[0 0 3 3] 

(Kramer, W. and Fritz, H. J. Method 
s in Enzymol. (1987) 154, 350-367). XI* PC 
RiZj:^>^mm^MM^y^9-2^ (GIBCO-BRLS) MtSZli: 
A^§S 0 r*i&©#&K<fc »J, BB#I#-&K 2, 3 3Ui4 IC^^fcT^ ^ 

m?wb&z>m&mz&^T. ^<D£^ift^tt}cj^#£#x.&v^e>. i^l 

[0 0 3 4] 

#36E©«BKfc*ffittK:H«fcS&«£ ITS, Aflc&lctt, ge?'J##: 1 
, IB#J#-& : 3, @H^|## : 5 : 7 © V^*l*HC^S tlS T ^ / 6ft 
H2?'J$:*-r£Ma«tf>fttL Se^I##: l. BB#J##: 3. BE#J#-S§-: 5&tf®2?!| 

7©vN-rn^ic^$tier^ smmmai x&2m&>±. »*u<ti, 

2MJ^±3 OMJ^T, ck L < ii 2 fIJ^_t 1 0fIJ£<T<Z>7^ JmftK^htz. 

*)<Z\ @e^J##: 1> : 3, : 5&tfffl#l#"^: 7©VN-fft# 

1 5 ffifiElf ¥ 11-3050172 



10-214720 

I 

£3*3*1*7 ^ jmmn^ 1 x\*2m&>±. #*L<t±, 2<@j«±3offl«T, 

: 3, : 5&tf@3?!I##: 7 ©V^T*l;frK/BS*l<&7^ ^ MI 

^J#<D 1 X&2f@J£A-h. #*b<W\ 2 tfJgU: 3 0 MJ^T. «ty*f*b<li2« 

[0 0 3 5] 

£4fc^»ratt£*i#*Sifctt^K*l£>*Vt^* (Mark, D. F. et 
a 1 . , P r o c Natl. Acad. Sci. USA (1984) 81, 5 
662-5666, Zoller, M. J. &Smith, M. Nucleic 
Acids Research (1982) 10, 6487-6500, Wa 
ng, A. et a 1 . , Science224, 1431-1433, Dal 
badie-McFarland, G. et a 1 . , P r o c. Natl. A 
cad. Sci. USA (1982) 79, 6409-64 13) . 

FtSDNAS7 I/- St-T «& J: O IC?**§ L T £*i &3SJK'<* # - izigA b 

gajttoiR^Ki^snste©^^ Kxttsa«i: its, #ic^sn^vN 

o 

Kfc L-Tti, FLAG (Hopp, T. P. et al. , B 
io Technology (1988) 6, 1204-1210), 6i®H 
is (tXf y>) 6 XH i s, lOXHis, >f > 7^x>"if 3i 

(HA) , bhc-my c©Wt^, VSV-GP©^, p 1 8H IVOR 
T7-tag, HSV-tag, E-tag, SV4 0T^iIro|/t, lc 
k tag, a - t u b u 1 i n©$T#, B-tag, Protein C©#T 

1 6 11-3050172 
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ST • S- h^>^7^^-if) , HA (4 >7 JV^yVmgtM 

) , >fA;^n^U>g«ffi«, e-if5 9 hi/#-H* mbp 

[0 0 3 6] 

7$yM5#lfc* 'J>4<fcti7 0%, U< &4>&< ilfc 8 0%, 

<tt'j?ft<tti9o%, s&ic»*b<tt^3S;< £=fc>9 5%£Lt. 7^; fifteen 

bur, W. J. and Lipman, D. J. Proc. Natl. Aca 
d. Sci. USA (1983) 80, 7 2 6-7 3 0 CE*07^^ V XAIC 

[0 0 3 7] 

1 7 ffiSE^t 5 ? 11-3050172 
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© ® a k « r © <fc e> a k =b^#-r ^> o 

Von Heijne, G. Nucleic Acids Rese 
arch (1 9 8 6) 14, 4683-4690 iCgB^^^cS^T, 

f ogai £«?#f L,fcM*> ^ ^^-;b@H^j«iH^j## : i CD r ^ j wmmz. £ v ^ 

e r tf^e>*5lSf 
[0 0 3 8] 

© v ^ r ti fric^£*i£7^y »ib?u#* £ & & m a *t ©ra**^ e> & s sp^^ ^ 

ttRoM^Sr-S-tfas^^ F^wr&tis. zm^oss^^?- Ktt 1 o©®R 

[0 0 3 9] 
[0 0 4 0] 

1 8 ffiSE^^P 11-3050172 
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[0 0 4 1] 

7h^77^- D7b^77^ -^#^Mf £>4l£ (Strategie 

s for Protein Purification and Chara 
cterization:A Lboratory Course Manua 
I.Ed Daniel R. Marshak et al. , Cold Sp 
ring Harbor Laboratory Press, 1 9-9 6) . I 
tlbOZUrrbtf^y >( -It. Iffl^D7h^77>f- ^X-liH PLC, FP 

[0 0 4 2] 
[0 0 4 3] 

1 9 tfi£E$#¥ 11-3050172 



iff 3jl 10 — 214 7 20 



2LX#>ZfU yVfe (Skolnik, E. Y. et a 1 . , Cell 

(1991) 6 5, 83-9 0) ^T*T? Z. £tfT*£2> 0 #»lg©aejRi: 
*t^*58K&&#LTV*Sfc^«3;ix5*IM&. ffllfc Ili§l«fc »J c DN A 
tU mmgtll, ZAPIIf^Altc 

[0 04 4] 

fctwo — hybrid system (Fields, S. , and Ste 
rnglanz, R. , Trends. Genet. (1994) 10, 286 
- 2 9 2) feM^TfT^ifctfT^S. 

n - Ft"<5> D N A L T & * D N A Sr^t?!^^ * # - €:»JlfiK:S*A LXm 

*Wiaii:cDNA^a - K**SBK#*£^LT3i«¥§MlSH 

CTMtSi^tw o-hybrid syste m£M V>£ Zl HtfX'g 
[0 0 4 5] 

DNAHe xA©DNA^F^^f>^3- K"***!^?-*: &7 Mfc 

2 0 ffiliE4t^ 11-3050172 
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L e x -7^fit6^D ; E- ; 5f-i;J: y^IfStlSH I S 3 

*&^.£ifi*&ik£*HIfi«:±flE<Z> two-hybrid syste mfg^:/^ 

i/jK-^-ae^-i: btn h i s 3 mite^vm. ;bi/7i7-t*ns?, p 

A I — 1 (Plasminogen activator inhibitor 
t y p e 1) mB^Zm^&Z. t^T'tSo 

two-hybrid syste mtaii^M^ f)tlT Vn^^^IC* *J^§L 
Tfc rfiIR<D3f y b £M V^T =b <fc V^„ rUHR© t wo-hybrid sy 

s t e m<D=3fy h £ LT(1 M A T C HM A R K E R Two-Hybrid 
System. Mammalian MATCHMARKE R Two-Hyb 
rid Assay Kit (^ftltfCLONTECHi) , HybriZA 
P Two — Hybrid Vector System (Stratagen 
e§g) #Wb*l6c 
[0 04 6 ] 

[0 0 4 7] 

2 1 ffilE#¥ 11-3050172 
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[0 0 4 8] 

[0 04 9] 
[0 0 5 0] 

2 2 1 1-3050172 



10 — 214 7^0 



ttmft £ #^ "? Z> ' H & V £ Z> . © «b ©MS tt&l* fl§ ^MtKO e> 
f^ti'^^OjSMI, i(Z) J: e> ^^MtBItii 5: 

m s •& -5 © ii^r © mmrnm izm. o r -r # r t ^ £ . 

[0 0 5 1 3 

;K *>f*>ttlSlW?SttSff, ix.l^'JVM-h8 0 (TM) , HCO-5 0 
[0 0 5 2] 

$u Itflfc^hU ^JS-fbSlk Mx.^^b^>if^n-^A, tfigfc^n 

U$j0. li^lOOmg, ^iKttSl. 0^e>50mg, «fc»;#*b<tt 

0)!)^2 0mgT'fe5. 
[0 0 5 3] 

T) JCfcV^Ttt. lB&feU&jO. 0 l^e)30mg. ttt<li^0. lfr£> 
20mg, £Vftl£L<lZffiO. 1*^^)1 Omggg^iMlCi'JMtS 

[0 0 5 4] 

2 3 ffifE4$¥ 11-3050172 
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ffif* n v x m Z> 3 £ & X% 3 0 

mvx. ziizmn<Dft&%mzLfctf^X'&&i,. m^^%mmm^Mnco 
fflMffl&miz£^x4k&<z>wimm£WL&t$it. mw;<D*>7V--y7mz&v^ 
m&m£.mm*. v z z tiz & ^> xwmx & s „ 

Mkftmzte, ^m<omBMizMLxmmmizm^-t^>^j tu-^jiffifcx 

[0 0 5 5] 

or$;i (n) *jBWr^-"f>*^Ji?*s/ (c) ^jgwf^r^Pif&n*. *wmm 

Xj£s<Z> rjftflsj fcttge«©^«Xtt»^K:#^»K:SJCS:i-S«Efl:S:i»i*'rs 

o 

[0 0 5 6] 

Bm>gfiJtfc»±*©Wtf &&&©:fri£-e^ roiai&l^ifc 

«f^*tl!C^«SStiS«SL»i»i:LTtt. ^tclKJfeSftS*©!?^:*:^, flu 

iiifofg, tf-^B, MB©»4fe#teJf3*i&. 

Miil ^A^^-^A^M^ti 

2 4 ailE#¥ 11-3050172 



10 — 214 , ^ro 



ti$. m?uz-v-Ktf&zmznz>o u-^tbttt, i^rg©^ (iBtt#if;i/) 

[0 0 5 7] 

m^um ^mmz^-r^izi^ ^<D^miz^t^^xnt>n^ B mx.it. 

»Jfft>*l«. =RtfWcWu ^fNJlgt £ P BS (Phosphate-Buffe 
red Saline) ^£3£*U&*«'Tf«?3*K:#*l, Mi L fc^GD SrffiMlC 

1/ ^ ;i> #_h#-r -5 © £ tc <k y as f £ o 

[0 0 5 8] 

^ ; ? u--t-;vffitfa$;m2>iziz. ±mmm*mftLfcm%m®)<DifiLmtpizffiM 
L<itmm.M%<D$^u-^fflffitfmifbti2> 0 

[0 0 5 9] 

mmft&Mffi am- ^mm^mmm^itm^miz i*&ta<D^&. mm* 

$Jl*T4yib(D%& (Galfre, G. and Mil stein, C. , 
Methods Enzymol. (1981) 73, 3 - 4 6 ) ^IC*£ £ Tfi 

2 5 ffiSE#¥ 1 1-3050172 



4f5jz 10 — 214720 

[0 0 6 0] 
[0 0 6 1] 

U>r?^c. M^.lfEB^>f ;i/XfC^bfet h'J>Afl:in vitroti 

S/W^U F-v (4$0g 

BS63-17688)„ 
[0 0 6 2] 

hm#£Jfc#bT=fe;<i^ (SBR^Wffl«^HI#^WO 9 2-0 3 9 1 8. WO 
9 3 - 2 2 2 7. WO 94-02602. WO 94-25585, WO 96-3 
3 7 3 5feJ:l?WO 9 6-3 4 0 9 6 #flg) <. 

*$<D&&.m&&iSR&tt (oncogene) fCj: U ^JEftS^fcjBHflaSfflV^T 
[0 0 6 3] 

bT#€>r fcjB«T?gS (iiil Borrebaeck 
, C. A. K. and Larrick, J. W. , THERAPEUTIC 
MONOCLONAL ANTIBODIES, Published in t 

2 6 11-3050172 



10 — 2147 



he United Kingdom by MACMI LLAN PUBLI 
SHERS LTD, 1 99 0#I) „ it^WH ^$:2-Ft5DN 

[0064] 

DT^oTiK tftfWWtffcLTWU Fab, F (ab' ) 2, FvX 

»HitLi© F v ^I^ftU > jj-t'l^$tfei/> Wi>f > F v (sc 
Fv) (Huston, J. S. et a 1 . , Proc. Natl. Acad 
. Sci. U. S. A. (1 9 8 8) 8 5, 5 8 7 9 -5 8 8 3) *>*l£ 

?#-lC^Ab£^ ^3i^^?i5Em-ei§^$-e^ (M^-ii. Co, M. S. e 
t a 1. , J. I mmu n o 1. (1994) 152, 2968-2976; 
Better, M. and Horwitz, A. H. , Methods En 
zymol. (1989) 178, 4 7 6-4 9 6 ; Pluckthun, A. 
and Skerra, A. .Methods Enzymol. (1989) 
178, 497-515 ;Lamoyi, E. , Methods Enzymo 
1. (1986) 121, 652 — 663; Rous scaux, J. et a 
1., Methods Enzymol. (1 9 8 6) 1 2 1, 6 6 3 - 6 6 9 
;Bird, R. E. and Walker, B. W. .trends Bio 
technol. (1991) 9, 132-137 #Bg) Q 
[0 0 6 5] 

#vft{W&£: bT, tfV3L^isytfVz2-;i (PEG) mo&mft^-Uffi&ls 

2 7 tttal# ¥ 1 1-3050172 
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[0 0 6 6] 

tthfiiMOFR (:7b-i*r7-*«c) W^£«e;fr*>&& 

(Enzyme-linked 
i mm unosorbent assay;ELISA) ^{C«fc 1) fr3 31 

[0 0 6 7] 

2fc»re©«i#©*fi:«^?SttS:a3fe'r**iSi:bT, EL I S A, EI 
A mmftmm&) , RIA (iSU&igiWjeSS) &3W;mftm#?3;£J§v*& 
:^^T*n. EL I SASrffiV**©^, ^fJfOSttt&Hffi-ffc 

t e I i: T-inil^M & Wit S r i: SSIi:UtgeM^ 
#1 A tf* O C5t£iB^e> & £ S ^ t± N 5fcJ8fr & Jfc S Wt^tT £ ftJB L T *> «fc V ^ . 

*mm<Diflik<Dfe&^MlZl$ > BIAcore (Pharmacia $g) 

[0 0 6 8] 

*^W©seK©«mxtta!is*astt, §&sc&#Mimc$rit}xw:$j^i-£^ 

2 8 fflSE4W 11-3050172 
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[0 0 6 9] 

■Ttl^-O IZijk 3 tl S^gE^I^ & -5 D N A & tc D N A £*B*ilftfc D N A 
£#^lftlC/\>f ^XU 4>fc<£%l 5^S©I* W5DNA$:^ 
"f #3§9!<Z>geSC£n- Ft" SDNAXfcmDNAiifSffilft&D 

NAtmiRmznJ -7V $JXhmz>-?u--7. ^Utf-^FXte^i^^F 

[0 0 7 0] 

tt. U<tt@H^J#-^ : 2, iB^I##.: 4, ffi?r|## : 6 &tf®2?U#-i§- : 8 © 

[0 0 7 1] 
[0 0 7 2] 

ZLZl-ev^ rr>^-fe>^.^-U =f3l^ Fj fctt* DNAXttmRNA® 

w tc je c a >f ^ -< x -r * t , e> / w ^ u #v if - 3 > 

2 9 ffillfl 5 ? 1 1-3050172 
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T» ^*b<{i^hU h^/N-f^U >^#TT% i&<Dm& 

ft £3- Kt5DNAi:^DX7W^'J **>f if-^a >#^l;lc£D&i^ £l * 
Mtfc-t&o rCi^&DNAtlTH h% 1 5l©iibfe?^ W 

& 9 0 a £ L < l± 9 5 %J^_h©^*S2^J_t<DffiMffi$:%t-<5 =bCD S:^ 

[0 0 7 3] 

[0 0 7 4] 

fc l # o t is m -r z> d n & t? ^ & o 

[0 0 7 5] 

3 0 aj§E#5p 11-3050172 
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g/k g$f£L<&0. l~50mg/k g©IHT«tS-t^T't5. 

[0 0 7 6] 
[0 0 7 7] 

1 ) 2®PgB las t 4fe3tt 

Trp-Ser-Xaa-Trp-Ser =Ef-7?:3- FtS^U ^51^ 1/ 
tf KillTtggag (t/c) nnntggag(t/c) ( n l£flES<7>^. 
m) fr£>&& 2 5 6®y 0 ^n-^BBfllfc-r -»f>f Zl OBJ^U IC J: V E P O 

>^^^3&^£fi^riiT*fe§o f@*£>@E?Q5: q u e r y £. ITGe n B a n k<Z)n 
r-r-^-^fcB lastN (Advanced BlastN2. 0. 4) 
^0^'7A?:ffi^T^ilto #^5t<Z)A 0 ^*-#teE x p e c t-fiffc lOOtl 
fcJ£*£M£ default-fit (Descriptions = 100, Alignm 
ents = 100) SrJBV^,, 
[0 0 7 8] 

#*>*ifc<z>T*. z:®e)*.th^;Aa^^D-> BACWPAC 

) tCo^T, ^ , n-^S^IS:St$tf , *K:'g-tf 1 8 0|ft3£©iB?!IS:«»J mbfe„ & 
fC 3 (£> 1 8 0 £ & £ MM huerytUBlastX (Advanc 

ed BlastX2. 0. 4) :/U A £M V^TIf S n r -7^- # ^- * £1£ 

3 1 ffi!E#¥ 11-3050172 



10—214720 



$^S<£>/\°^;* -#«oSSE xpect-fitSrlOOi: LfeJSWMid e f a u 1 t 

**-3WffillT?*o i©««:»^tt*l|S:i*«.ilt5a, Expec 

t = 10Q0, Descriptions = 500. Alignment s=5 
0 0(7)'fitS:MV>fe o 
[0 0 7 9] 

2&tfe5itT? 1 M&>±<Dffl%l'\^:jj<3i3-y3;mmz\Z y h L * D - > (C"D 
$ &JCfc y h#T r p - S e r -X aa-Trp-Ser ^^- — ^(DWt^Wt.— 
StL/TV^JF, S^lCqueryE^Cin f rame®toK>^4 

2?)i;Trp-Ser-Xaa-Trp-Ser i E^- — 7 fc-^tfx* V >ICR 
g^£:n^y>£^f-f 2#*fe5ft© q u e r y BJ?ff&rf»4>K: 5 ' , 3 

' M^I^ItC^ 1 8 O:&a©IiJ#J£^0 i ;j&oT q u e r y £ LT_fcffi^fflCTB 

A -7 - © >f > tc L . 
[0 0 8 0] 

2) RT-PCR{CJ:5NR8 ?B3ttE1tt<Z)ttat 
NR 8$B3gjKBIK<Z>njg$: S m iC ±fHB AC^ n->AC 0 0 2 3 0 3 £>@B#J 



miE#¥i i 



-3050172 



1 0 — 214 7~0 



NR8-SN1 
NR8-SN2 
NR8-AS1 
NR8-AS2 



5'- CCG GCT CCC CCT TTC AAC GTG ACT GTG ACC -3' (B25>J#^ : 9 ) 
5'- GGC AAG CTT CAG TAT GAG CTG CAG TAC AGG -3' (ffi^J#^ : 10) 
5'- ACC CTC TGA CTG GGT CTG AAA GAT GAC CGG -3' (ge^J#^ : 1 1 ) 
5'- CAT GGG CCC TGC CCG CAC CTG CAG CTC ATA -3' (IE?'J#^ : 12) 



[0 0 8 1 ] 

Human Fetal Multiple Tissuue cDNA P 
anel (CI onte ch#K 1 4 2 5- 1) &mM£. ITffl^T, IM?^ 
^V-CDffi-^fciirlC^SRT-PCR&^^fcp PCRfCliAd vantage 
cDNA Polymerase Mix(Clontech#8417— 1 
) ^fflU, Perkin Elmer Gene Amp PCR Syste 
m2 4 0 OiJ-V^i'^-lr^U Tia©^^#JCT^Jgbfco 

PCR 3kft- 94 deg.C, 4 min 
94 deg. C, 20 sec < 



72 deg.C, 3 min I 5 cycles 

94 deg.C, 20 sec < 

70 deg.C, 3 min ' 5 cycles 

94 deg.C, 20 sec < 

68 deg.C, 3 min ' 28 cycles 

72 deg.C, 4 min 
4 deg.C, stop 

[0 0 8 2] 

#£>*lfcPCRjg4£>&. pGEM-T Easy vector (Prome 
ga #A 1 3 6 0) \Z-V-7*7U--y>?L. J&SIB?US:&5£ bfc. PCR» 
p G EM— T Easy v e c t o r A©IiK.it T4 DNA Liga 
se (Promega#A1360) (C^oT, 4deg. C/12hour(D 
RfoZ&Z.te-Dfro PCRifefcpGEM-T Easy vector©ie 
^§i^DH5a (Toyobo#DNA-903) £7£JC3£#I 

a-e^ffl&^ttOJjBB'JJCW:. Insert Check Ready ( 

3 3 11-3050172 
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Toyobo#PIK-101) £MV^„ ££fC. &mmm<O^KHt % d R 
hodamine Terminator Cycle Sequencing 
Kit (ABI/PerkinElmer#4303141) AB 
I PRISM3 7 7DNA S e q u e n c e rCiotSf Jferfeofc. 

, NR8©»dS-«iaESWT***S:«[KLfe. 
[0 0 8 3] 

3) 5' -&t>*3' -RACE^Cj:S^cDNA^D-->^ 
3-1) 5' -RACES 

NR8©McDNA?:fitSfeft}C, fufB<Z) N R 8 — A S 1 Prime 
r &PCRfCJBV*, £ fc, N R 8 — A S 2 Pr i me rSl^PCRCM 
V>T5* RACE-PCR^fc. iltbtHuman Fetal Li 
ver Marathon — Ready cDNA Library (CI on 
tech#7403-l) fcfflw PCRH^ICiiAd v a n t a g e cDN 
A Polymerase Mix Lfe, P e r k i n Elmer G 

ene Amp PCR Sy s t em24 0 0iJ-YM-f^7-&ftiL, 
TflH© P C R3M£T*fro felt*, S&IRlftX ^ >f is > y JC J: £ — mm<DV->( X & 
^tPCRit*5#&*lfe. 



ffilE#^P 1 1-3050172 
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l.st PCR 94 deg. C, 4 min 

94 deg.C, 20 sec <- 

72 deg.C, 4 min _ 

94 deg.C, 20 sec *■ 

70 deg.C, 4 min — 

94 deg.C, 20 sec ^_ 

68 deg.C, 4 min _ 

72 deg.C, 4 min 

4 deg.C, stop 



5 cycles 
5 cycles 
28 cycles 



2. nd PCR 94 deg.C, 4 min 

94 deg.C, 20 sec 



70 deg.C, 3 min 30 sec — 

94 deg.C, 20 sec 

68 deg. C, 3 min 30 sec _ 

72 deg.C, 4 min 

4 deg.C, stop 



5 cycles 



28 cycles 



[0 0 8 4] 

m^nfc-mM&pcRmygitm^t^. mmmm. pgem-t Easy 

vector — >**U 1 6 ? u - 2/ OMfc^mMx-fc 

, dRhodamine Terminator Cycle Sequenc 
ing KitS^fliU AB I PRISM 377 DNA Seque 

3 5 ffiSESf^ 1 1-3050172 
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u-yay^fjv-zfizitE x o n 5 tf<S£tiT^te^z. t &mmn<Dm%x\z.& 

[0 0 8 5] 

3-2) 3' -RACES 

NR 8^ftcDNAS:#ItSfefti:, StfSB©N R8-SN1 Prime 
r #P CRlCfl|V\ NR8-SN2 P r i me r^PCRCM^ 

T3' RACE-PCRS^fe. iSiHT5' R A C E - P C R Hu 
man Fetal Liver Marathon — Ready cDNA 
Li brarylMK P C R Ifelfc JC liAd vant age cDNA Pol 
y me rase MixMbfc. PCR^liffffiB, 3-1) iC^LfcMU 

#e>*lfcPCRgg%£, MfBlTO, p G EM— T Easy vectorC 

- hWf^Olftllffi^l&Stjebfc. *»HJ*J<D8W£Bu f&ffiStHK, d Rh o d a m 
ine Terminator Cycle Sequencing Ki t 5: 
ftf b, A B I PRISM 377 DNA Sequencer \Zii-oXM 

Lfe. 3©3* RACE-PCROJS*, ^Lfc^IB^Jh. |ff^©5' RA 
CE-PCR©fiSCJ: yftfcLfc&SK^fc&lfr^S^fcKlJioT, NR 8 
<D±-& c D N A (Di&mmm L fc„ 

[0 0 8 6] 
4)Northern Blotting 

«-tM»». &t>*h: h*jWje«ctcfe»sNR 8 ©ae^asMj^ a^ 

^^Jtt&aPBf-rSfcJ&lC, tff^*T'©PCRlCj:oT#e>tl^^T©c DN 
A*n — ><fe:7n — LTMV\ Northern Analys i s 5;|fo 
fc 0 ^n- Zf<DMWll$: Mega Prime Kit (Amersham, 
cat#RPN1607) [a - 3 2 P] dCTP (Amersham 

, c a t # AA0 0 0 5) tCtotMU 5' R A C E — P C RStlC^n- 
^i:, 3' RACE-PCRmm<D-?U--7mKf)K ^kfcfc-ei^tC&S J: 

3 6 fflaE#¥ 11-3050172 
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Northern Blot It Human Multiple Tissu 
e Northern (MTN) Blot (Clontech#7760-1) 
, Human MTN Blot IV(Clontech#7766-l), 
Human Cancer Cell Line MTN Blot (Clon 
tech#7757— 1) SrAJV^,, Hybridization iJExpre 
ss Hyb Hybridization Solution (Clonte 
ch#8015-2) JftlU. 
[0 0 8 7] 

Hybridiz8tion©'^fttt68deg. C/30min. (DP r e 
-hybridization©^, 68deg. C/14hour sOHy b 
r i d i z a t i o n£|^L£o Tga©^#lCT^££3fcofc^, I ma 
ging Plate (FUJ I #BAS-I I I) ICS^L, Image A 
nalyzer (FUJIX, BAS-2000II) lC«fcoT, NR8 mR 

(1) Ix SSC / O.U SDS, for 5 min at R.T. 

(2) lx SSC / 0.1* SDS, for 30 min at 50 deg.C 

(3) O.lx SSC / 0. IX SDS, for 30 min at 50 deg.C 

[0 0 8 8] 

2 5 611) (DzfU-ZfmFlZ querytbfcBlast Ntt*©J|g*l 9 9 
8^5^30 H©Htr/&T?il&5 htflvbtlfr. Z-<Do t>K- h¥J 

WU-y (=r*^K, BAC, PAC) ^©^280 
?u-ytfB last XICJ;^> 2#rt*5lt<Z>*£* 1 «JSt±©BE»l's ; E3Kx^>g^ 

$e>lCZl(D2 8 ^D->©^*)4 ?U~y (AC0 0 2 3 0 3, AC0 0 3 1 
12, AL 0 0 8 6 3 7^AC 0 0 4 0 0 4) ttaSfcffil^Kftl^^sK^ >S 
^ffcS: t: v h Lfe^AC 0 0 4 0 0 4 J$T r p-Se r-Xaa-Trp-Se 

3 7 ffiliE^^ 11-3050172 
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3 ? D->0e> t>AL 0 0 8 6 3 7 ttJ!JEfc!gge#-e GM- C S Ff^ftiS £ 
#3.£*lfc 0 AC 0 0 2 3 0 3 &T I G Rt7)\/ — '?\Z£. U 1997^6^190 
IZ&mZftfelZ hmi 6*£&#:l 6 p 1 2HiS*©BAC?n->C I T9 8 
7 - SKA- 6 7 0 B 5T^»J±fil 3 1 5 3 0 l&gjitf^ £>&S 0 

[0 0 8 8] 

01 IC^^IC AC 0 0 2 3 0 SBB^J^Bi— ^t-^yo-^Se^J, t g g a 
gtgaatggagt (40952-40966) $r^tf4 0861-410 

4 001 8 0J&g£ querytLfeBlast X$|^lC i'JTP OSIfft, U 

y s £ *j #> £ -r s # St © ^ ^ jk x ^ > &m #; # « e, & ^ & ^ u & 

#$tLT^*^ofco -hIBl 8 0&^<Z>ge#J&tfi,iMC5' , 3' W^ftfC 

1 8 0|&gT^>B last XX^V>$:||^Lfe^^$ ^lC2o©^/\^E*?3i 
^>^§#£*BIII'f££^1-IB#I£3 9181-3936 025.0*4 2 3 0 1 -4 2 
4 8 0©M^ctCBffibl»I-'jl^O^©x^y (02) „ 

39181-3936 0©8P&&CteP r o- r i c h ; Ef-7PAPP F. 4 
2301-4248 0©§Pfi{C{iB o x 1 - 7*^#$4xT T r p - 

Se r-Xaa-Trp-Se r i E^- 7 §r^tfx^ V >{Cg^-T<5 3 ' {RJx^ 
y > liUflfl&iglMji K * >f > ot^5^ r (E> F" * -f > ttffi ©^^sKai^g 

£#£©*B|IH£jW£< Blast X7^t>t'M§Wofc. &>±<Dffi$k 
J: V_hfBB AC# □ ->C IT987-SKA-670B 5 fCff^^^^X^ > 

[0 0 8 9] 



• 8) „ NRs^at^Tf&v^&fltaf-rsses-eNRsa^©^^*© 

IfeSSfcRT-PCRiSKlTgeHSl/fco H5 tCj^L/fc^^^ v-©fil«^e>, SN 
1/AS1, SN1/AS2, SN2/AS 1 , SN 2/AS 2©l^fc-&t 
^tl^tl, 3 3 0 bp, 2 5 8 bp, 2 34 bp, 1 6 2 b p X(DA> F 

©*»IB#am3ttS. t: Mf&3JEJffF, IB. fl&lfcDNA WtltfefifbfcS 



3 8 
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b p (DAy K£400-500b p(D7u - K&A> K^ft^Sttfe. L^LflS 

CICDli&jEJJFft^c DN A§rfflV>T^^c DN A£#£^<, 5' -RACE, 
3' -RACE&fcHJgLfe (04) . 
[0 0 9 0] 

5* -RACE, 3' -RACEX**tl?ftmm2frt~ffift (%J1 . lkbt 
1. 2kb) <Dl&mmmZM%thfc%5^ ^tl^ftCDlSrtfliSWC*^ 6 0 b p 
3' flffC#tffcBI#n?NR 8mRN A<Dmt^^:i:^tiil^?t 
e>*lfc*3^e>i*l«:atj|gbT±*c DNA (N R 8 a ) tLfc (® 5 ) 0 

El 5 iCa^^fC NR8 a cDNACORFttSlSf 4 4 li^jl&tS 
Me t #3 9 b pJiffi,® in f r a me^ihn K > ©#<E*^ BB*&3 F>£# 

tifcC y s&m&&tlVMy Kfg-&aMfcfc#*.e>ft* F*-f >> P r o - r i c 
hfc^f--^, T r p - S e r -X a a -T r p - S e r flflflgigRji 

[0 0 9 1] 

R A C E &-eifipS $ *l fe Wt^tT & »«f Is IttSZk* 7 =7 >f w&yt S 

nfc, *2SHI*l»Mfr©il6** £©S£JS*M*-tSaN R 8 aCDPro-rich^ 
^— 5 0 b p l:^bt^S*j!)^e)5Ei^*:ofc. 3 0 0 

2 3 0 3 0>K#f£:NR 8 a ©Jfc«fr & x ? V > • >f > h n ><Z)^f£ o 
|£& (312) , ±SB3EJWMi*2 <£tf)^5x? v>£;r;i/#f-^-f -fT.v'^A i/ 

3 9 ffiffiE^ 5 ? 11-3050172 



#3* 10 — 214720 

[3fe2] 

ZLOMMft (NR8/S) (if 4X^V>(3 6x^y>^j|^LT7l/-Ai/ 
Z7 htf&Z. y truncated for mCDoT^-ffi^^^S: 3- -S^^hT 

oTV^-jS 5 , M9X^V> (Exon9a) tig 9 > h □ a 
cc/acgga g £ 3 >-fe>-*f ;*BJ#f (nag/gtgagt^) 

T<AX:7°^^:>**#&3£&V^^^L;fe^^<&fE?U (Ex on 9 b) *>3 
»»tC nrtBT?* >J 30MI^n->5NR 8 r i: Ufc. N R 8 rttNR8 
a©C5RSB5e»K: 1 7 7T^ yaiOffASr^tJataSa- K-TS- &33> NR 
8 0 cDNA$;06 {C> NR8 7 c DNAl:07|C^Lfe o 
[0 0 9 2] 

NR 8CD*«»K:»WSSS3K€:N o r t he r nB 1 o t t i ngiCi »J«?«f 
LfcraSSrHSlCaVr. 8<r©t>fX©inRNA«tj«AI», J¥K> J»J3§L 

J¥NL Bt^^J:ISaJlil^M^T*«5kbSyr3-4kb 
kb, mmzm^Tlt 1. 2 k b©/>3&i^X<DmRNA©38^£fg#>^;fX-? ? 
[0 0 9 3] 

2«»B las t»j:^ 8r«^3K^ 3: -£trfc 

AiJUSHfilfc. rp-Ser-Xaa-Trp-S 
erfen — 5iftSCD*y =Tjc * l/;*-^- K2 5 6 iiy tf>BJ#J£ q u e r 

y £ LTm a n u a 1 T'Ulbfc. ^#Mftftf>l£PgT? query izm-t&^fflZ: 
#< SWT* t BlastN&ffl^fc7* ^^{C ±5 q u e r y ©E 

4 0 ffiH# ^ 1 1-3050172 
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Trp-Ser-Xaa-Trp-Se r ^f--7©?Sfl!l«:#tf L*C*M* Lfc 

ii5, iiv h&#*»jctt*/h-e8r5 >/Bft©ss««i&ii-ea&ofe. Trp- 

Ser-Xaa-Trp-Se r £-£tf 8 7 ^ ^ \sX±X<D T5j|g&»llrG>!& 
£2 0 4 ^fcS*, tfc7?;ique ryt'ttSe rJ^GDn K>tltTC 
NC5=fe)<0t;^oT U£ *>&frb?tV 3* ? l/*^ FlCi:5 q u e r y (Djjtf&t. 
L^£#X.£>ftfco — &**5RW:d egenerate -^Mv^fe^- # 

[0 0 9 4] 

rombospondiru collagen, semaphorin, Alu 
. aSIE^SKI, *t#J*£\ Notch, Tcel £4x£> 

tzmm&vu-ye&Zo 5 o oo-*t ^ ho^iciiE pogsft, tpos 
5 0 0©— i/3icSfc-2> 15 7 (e>t>i 4*a->ttMtt*n 

-» ttt^Mlll^D-^^n*, BAC, PAC) 8, 1 

[0 0 9 5] 

* fettat^-c©-?- #^-^^©>>v i»BBw©&a*»;atf in e> ©s»£ 

^*tl*i»«[*«««*intf, tl M£&#Sfc'J tC#&-T&T r p-Ser-Xa 
a -Trp-Ser£n- FUe>£fH#lf^ 3&£li**n£$§tt&3"*fc*&'^ i E 
#x^>S«*MR©*je#»rffii:fc*. «»Cn rr-M-^©t h^V ASH 

4 1 ffi§E4$¥ 1 1-3050172 
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Blast xic«fc& 2##yjt&:^-#/\-f *V -fe-*> 3 

, ©e^KD^^/Kx^^^^^a^^-©^-^. Trp-Ser-Xaa-Trp- 
S e r ^-:7 £^tfx# y ><D^>f X^M^^g^!:^*^ ma n u a 
1 ^^©#^-G e n B a n k Utf- YO^^-^v 1 ff 6 0i&ST&£^&C 

[0 0 9 6] 

mi Jk&m 2 IZm Is fcmz. Trp-Ser-Xaa-Trp-Ser =t^~- 
XD^i^^^^^yM^mzm^M^^tf^ q u e r yBH^UcD— gp»-f 

mm vt=.^m<Dmm^mm 3 o ^x^ >^#ott^&m> *: 0 ©^a-e 

ttA 1 uf^77^ U ~*>M I R£^&£t-£K«ie^J^£iI#)Jlt< StlTfe 

zL4x^s«eH^i^ra©^:<pse > tifc^ra{cNR sx^ v>^^E-r^ 0 zi© 

1!g«tC^-r* 6 OfflO^ttlB^fCD^'b, Bi— NR8^1 0X^y>©3* -U 
TRIC (CA) n r e p e a t + & &Lft\ti&(D 3L 9 V>£.Z.tlbBL&M&l 

ZKDmtevizw&itobnte^ (09) „ 

^K^^^^x^>^#:^©^iHiffi©^m&iasL^^igffife3 ! g^#x.#s 0 

8 O&mt^vM^ q u e r y SJ^JSrffi V*T/h#ef##ilfe5!t£:fTo fe^Cj^r 
[0 0 9 7] 

%LE5#fctft3t& «fc »;:ftV>ffi#F& q u e r y £ LTffo fMiSSgc^-SjK^ 
@H#JfC#$ttf>@E#I#t y h IT^WICT rp-Se r-Xaa-Trp-Se 

4 2 ffilE4f ¥ 11-3050172 
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JSJE»<0^^3Kx^>g*#<©*JCW:i© i E^---7*«--»JS*ifc ; fe)© (IL3f^ 
[0 0 9 8] 

-^•li2#S©S e r teTCNC9=i K^ICJ: 'J 3— K3*lT ^Z>%><$M(D&^MM 
j^&ttJt-fn*. »»C*#©»-&K:tt : ?«»K:2#B©S e.r^iSJC^i-Sn K 
> I: T C N i: t fe|2?!lt*ti b i: 1 5, #ISt<Z) I mmu n o g 1 o b u 
lin-li keStfl: (1 9 9 7 *frKJC#«©*## jl £ ft* 1 °* 1 1} ) 

Qu e r yffl^QJCffi^-tST^ 7iftBB^JttT rp-Ser-Xaa-Trp- 
S e r ^E^-y-eiifc^ l^--k_tlCfc<& (Val/Leu) -Glu 

-Leu- (Val/Leu) -Va 1^-7^^ 

> -9- ^ bb^j -f n z> % © (D tp iz % w m & ^^ft & nitete # & & = 

[0 0 9 9] 

t,3g©^5cDNA, NR8 a. NR8 |3, NR8 7©#£*WM£ 

sy^&prsittS^^UTaiB'r^nriBtt^fe*- -^nrs r&w? 

4 3 ffiSE*^ 11-3050172 
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it ^ @s #j t n & s * -frh z: © & T-x ^ ^ -r ^ > 3 e, & v \ & m % -r & 

CDS«f 9^>hD>l:i^I^^10i?V>{:i n framed 
[0100] 

f0iSNR8 r©f 9xi?y>tt^l 1 0 0SMi:&»JNR8 a(Z)C5fd^ 
j&mz. 1 7 775 y&©#A fe*. NR 8 a£NR8 7li£*>iC 
MigKMM©^^:^:y^fl££=I- Kts„ NR8 a&tfNR8 r CO 

B o x 2lCOVNTt;^#M«<SVx^^^^COg2^J^#^-rS**^, NR 

„ n r 8 tfUBgtic y Kfe#ttcoif5iii/^;i/$:^M'r^s*\ 

£fc^©*-£lCNR 8 a£NR8 r CD b ©S^fttf^©^'^^^- § 
ic o v > T tt, ■£ *i © ;« ft K ;* >f > £ SEfcl'v ^ *° :r y co«^ K 
;* >f > £ b 3f ;* ^ Zftm b T SSI^IA^ y -5 3f ^ 9 ^ 

A^J&S^#™^©TOM^'(4 &fcf# -T J: y 5t|g nTfg ^ ^ 

[0101] 

Norhtern Blotting ©^51, |?l5kb, 3 - 4 k b . 2kb 
132 k b©A> F»#|&^ />J» % ^&C^T©<fr«E3§S£*lTVN& 0 -JSti&lft 

) . 

b^U BCRT-PCRtC»V^TJI&iSffFffi*c DNA€:»S!i:Lfc»-&K:tt 
M&£f£*©^7^-£ffiv^»^lC^M£*i&M&&1^X©/l:/ K#tt£ 

4 4 mfiE#^ 11-3050172 
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[0 10 2] 

— # i . 2 k b©Mv^^S#^i^i^bfeM^•e^±Pfli^c^^v^T©^fflStl 

f- a N R 8 a©^^^^{*0 5©i^*##l#<t U ^ ^> IC±^{C#^E^S t 
#3.e>*X&* : #'£NR 8 a mRNA©t>fX{ip o 1 y Al:^i«:^T' 1 8 
8 4 *J fcS^tf^JBSft, I©/t>K^NR8 0e¥I#ltS>5 il & 

_tiBa^©M^ mm. mm. ^.ffi&tfn.^ m tii5kbi:3-4kb©i 

6 0£Ra j ilCfgi?), ffiCDSM^ (He La, SW4 8 0, A549. G3 
6 1 ) RTf&tia.mMB&ffi (K 5 6 2, MOLT4) IC < $!3!£igS?>&fr o 

o 

JEA±©3e*l*NR 8*«3Bifiij(«Jia*, 4#tc««S3»*i: B*HJfi#K:4»»K:$8SiL 

5' 3' -RACE©»e.tt5' 3' -UT 

cd & ^jg m a r e> <d u t r & -g- 4?) 4g ¥ mm <o v >r x el m l- t v ^ © t n 

[0 10 3] 

4 5 £BIE4# ¥ 11-3050172 
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£*i&„ NR8ia©iMK^>f >z<£tinsm&m&. 

liNR 8©xy7-f^M^t'feSNR8 jSSde co yg^t ITNR 

8 v is y kcdhwu t. u t <d#im $ *u n r 8 & e £ 

[0 10 4] 

1) Hilton D. J., in "Guidebook to Cytokines and Their Receptors" edited by 
Nicola N.A. ( A Sambrook & Tooze Publication at Oxford University Press), 
1994, P8-16 

2) Matthews W. et al., Cell, 1991, 65 (7) pi 143-52 

3) Murakami H. et al., Proc.Natl. Acad. Sci. USA, 1991, 88, 11349-11353 

4) Robb, L. et al., J. Biol. Chem. 271 (23), 1996, 13754-13761 

5) Gains ford T. et al., Proc. Natl. Acad. Sci. USA, 1996, 93 (25) pl4564-8 

6) Hilton D.J. et al., Proc. Nat 1. Acad. Sci. USA, 1996, 93 (1) p497-501 

7) Kenouni.A. et al., Genomics 29 (2), 1995, 371-382 

8) Fukunaga,R. and Nagata.S., Eur. J. Biochem. , 1994, 220, 881-891 

9) Lamerdin, J.E. , et al., GenBank Report on AC003112, 1997 

10) Cosman,D., et al., Immunity, 1997, In press 
lDWagtmann.N., et al., Curr. Biol. 7 (8), 1997, 615-618 

[0 10 5] 

xmwiz ct y mm^=e^^ y&mibm&WR'& j tft* n - K-t & d n a # 

4 6 ffiliE#¥ 11-3050172 
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[0 10 6] 

sei«: i 

mwo-&z : 3 6 1 

Met Pro Arg Gly Trp Ala Ala Pro Leu Leu Leu 
1 5 10 

Leu Leu Leu Gin Gly Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr 

15 20 25 

Asp Tyr Leu Gin Thr Val He Cys He Leu Glu Met Trp Asn Leu His 

30 35 40 

Pro Ser Thr Leu Thr Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys 

45 50 55 

Asp Glu Ala Thr Ser Cys Ser Leu His Arg Ser Ala His Asn Ala Thr 
60 65 70 75 

His Ala Thr Tyr Thr Cys His Met Asp Val Phe His Phe Met Ala Asp 

80 85 90 

Asp He Phe Ser Val Asn He Thr Asp Gin Ser Gly Asn Tyr Ser Gin 

95 100 105 

Glu Cys Gly Ser Phe Leu Leu Ala Glu Ser He Lys Pro Ala Pro Pro 

110 115 120 

Phe Asn Val Thr Val Thr Phe Ser Gly Gin Tyr Asn He Ser Trp Arg 

125 130 135 

Ser Asp Tyr Glu Asp Pro Ala Phe Tyr Met Leu Lys Gly Lys Leu Gin 
140 H5 150 155 

Tyr Glu Leu Gin Tyr Arg Asn Arg Gly Asp Pro Trp Ala Val Ser Pro 

160 165 170 

Arg Arg Lys Leu He Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro 



4 7 
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175 180 185 

Leu GIu Phe Arg Lys Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly 

190 195 200 

Pro Mel Pro Gly Ser Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp 

205 210 215 

Pro Val He Phe Gin Thr Gin Ser Glu Glu Leu Lys Glu Gly Trp Asn 
220 225 230 235 

Pro His Leu Leu Leu Leu Leu Leu Leu Val He Val Phe He Pro Ala 

240 245 250 

Phe Trp Ser Leu Lys Thr His Pro Leu Trp Arg Leu Trp Lys Lys He 

255 260 265 

Trp Ala Val Pro Ser Pro Glu Arg Phe Phe Met Pro Leu Tyr Lys Gly 

270 275 280 

Cys Ser Gly Asp Phe Lys Lys Trp Val Gly Ala Pro Phe Thr Gly Ser 

285 290 295 

Ser Leu Glu Leu Gly Pro Trp Ser Pro Glu Val Pro Ser Thr Leu Glu 
300 305 310 315 

Val Tyr Ser Cys His Pro Pro Ser Ser Pro Val Glu Cys Asp Phe Thr 

320 325 330 

Ser Pro Gly Asp Glu Gly Pro Pro Arg Ser Tyr Leu Arg Gin Trp Val 

335 340 345 

Val He Pro Pro Pro Leu Ser Ser Pro Gly Pro Gin Ala Ser 
350 355 360 

[0 10 7] 

m&m* : 2 

BB#I©*3 : 1 8 8 4 

mnom. .• mm 
mow. : 

BB#f ©Ml : c D N A 

mm 

GGCAGCCAGC GGCCTCAGAC AGACCCACTG GCGTCTCTCT GCTGAGTGAC CGTAAGCTCG 60 



4 8 
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GCGTCTGGCC CTCTGCCTGC CTCTCCCTGA GTGTGGCTGA CAGCCACGCA GCTGTGTCTG 120 
TCTGTCTGCG GCCCGTGCAT CCCTGCTGCG GCCGCCTGGT ACCTTCCTTG CCGTCTCTTT 180 
CCTCTGTCTG CTGCTCTGTG GGACACCTGC CTGGAGGCCC AGCTGCCCGT CATCAGAGTG 240 
ACAGGTCTTA TGACAGCCTG ATTGGTGACT CGGGCTGGGT GTGGATTCTC ACCCCAGGCC 300 
TCTGCCTGCT TTCTCAGACC CTCATCTGTC ACCCCCACGC TGAACCCAGC TGCCACCCCC 360 
AGAAGCCCAT CAGACTGCCC CCAGCACACG GAATGGATTT CTGAGAAAGA AGCCGAAACA 420 
GAAGGCCCGT GGGAGTCAGC ATG CCG CGT GGC TGG GCC GCC CCC TTG CTC CTG 473 

Mel Pro Arg Gly Trp Ala Ala Pro Leu Leu Leu 
1 5 10 

CTG CTG CTC CAG GGA GGC TGG GGC TGC CCC GAC CTC GTC TGC TAC ACC 521 
Leu Leu Leu Gin Gly Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr 

15 20 25 

GAT TAC CTC CAG ACG GTC ATC TGC ATC CTG GAA ATG TGG AAC CTC CAC 669 
Asp Tyr Leu Gin Thr Val He Cys He Leu Glu Met Trp Asn Leu His 

30 35 40 

CCC AGC ACG CTC ACC CTT ACC TGG CAA GAC CAG TAT GAA GAG CTG AAG 617 
Pro Ser Thr Leu Thr Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys 

45 50 55 

GAC GAG GCC ACC TCC TGC AGC CTC CAC AGG TCG GCC CAC AAT GCC ACG 665 
Asn Glu Ala Thr Ser Cys Ser Leu His Arg Ser Ala His Asn Ala Thr 
60 65 70 75 

CAT GCC ACC TAC ACC TGC CAC ATG GAT GTA TTC CAC TTC ATG GCC GAC 713 
His Ala Thr Tyr Thr Cys His Met Asp Val Phe His Phe Met Ala Asp 

80 85 90 

GAC ATT TTC ACT GTC AAC ATC ACA GAC CAG TCT GGC AAC TAC TCC CAG 761 
Asp He Phe Ser Val Asn He Thr Asp Gin Ser Gly Asn Tyr Ser Gin 

95 100 105 

GAG TGT GGC AGC TTT CTC CTG GCT GAG AGC ATC AAG CCG GCT CCC CCT 809 
Glu Cys Gly Ser Phe Leu Leu Ala Glu Ser lie Lys Pro Ala Pro Pro 

110 H5 120 

TTC AAC GTG ACT GTG ACC TTC TCA GGA CAG TAT AAT ATC TCC TGG CGC 857 
Phe Asn Val Thr Val Thr Phe Ser Gly Gin Tyr Asn He Ser Trp Arg 

125 130 135 

TCA GAT TAC GAA GAC CCT GCC TTC TAC ATG CTG AAG GGC AAG CTT CAG 
Ser Asp Tyr Glu Asp Pro Ala Phe Tyr Met Leu Lys Gly Lys Leu Gin 
140 H5 150 155 



905 



aiiE#¥ 11-3050172 



10-214720 




TAT GAG CTG CAG TAC AGG AAC CGG GGA GAC CCC TGG GCT GTG AGT CCG 953 
Tyr Glu Leu Gin Tyr Arg Asn Arg Gly Asp Pro Trp Ala Val Ser Pro 

160 165 170 

AGG AGA AAG CTG ATC TCA GTG GAC TCA AGA AGT GTC TCC CTC CTC CCC 1001 
Arg Arg Lys Leu He Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro 

- - - -175 180 185 . 

CTG GAG TTC CGC AAA GAC TCG AGC TAT GAG CTG CAG GTG CGG GCA GGG 1049 
Leu Glu Phe Arg Lys Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly 

190 195 200 

CCC ATG CCT GGC TCC TCC TAC CAG GGG ACC TGG AGT GAA TGG AGT GAC 1097 
Pro Met Pro Gly Ser Ser Tyr Gin Gly Tlir Trp Ser Glu Trp Ser Asp 

205 210 215 

CCG GTC ATC TTT CAG ACC CAG TCA GAG GAG TTA AAG GAA GGC TGG AAC 1145 
Pro Val He Pbe Gin Thr Gin Ser Glu Glu Leu Lys Glu Gly Trp Asn 
220 225 230 235 

CCT CAC CTG CTG CTT CTC CTC CTG CTT GTC ATA GTC TTC ATT CCT GCC 1193 
Pro His Leu Leu Leu Leu Leu Leu Leu Val He Val Phe He Pro Ala 

240 245 250 

TTC TGG AGC CTG AAG ACC CAT CCA TTG TGG AGG CTA TGG AAG AAG ATA 1241 
Phe Trp Ser Leu Lys Thr His Pro Leu Trp Arg Leu Trp Lys Lys He 

255 260 265 

TGG GCC GTC CCC AGC CCT GAG CGG TTC TTC ATG CCC CTG TAC AAG GGC 1289 
Trp Ala Val Pro Ser Pro Glu Arg Phe Phe Met Pro Leu Tyr Lys Gly 

270 275 280 

TGC AGC GGA GAC TTC AAG AAA TGG GTG GGT GCA CCC TTC ACT GGC TCC 1337 
Cys Ser Gly Asp Phe Lys Lys Trp Val Gly Ala Pro Phe Thr Gly Ser 

285 290 295 

AGC CTG GAG CTG GGA CCC TGG AGC CCA GAG GTG CCC TCC ACC CTG GAG 1385 
Ser Leu Glu Leu Gly Pro Trp Ser Pro Glu Val Pro Ser Thr Leu Glu 
300 305 310 315 

GTG TAC AGC TGC CAC CCA CCC AGC AGC CCT GTG GAG TGT GAC TTC ACC 1433 
Val Tyr Ser Cys His Pro Pro Ser Ser Pro Val Glu Cys Asp Phe Thr 

320 325 330 

AGC CCC GGG GAC GAA GGA CCC CCC CGG AGC TAC CTC CGC CAG TGG GTG 1481 
Ser Pro Gly Asp Glu Gly Pro Pro Arg Ser Tyr Leu Arg Gin Trp Val 
335 340 345 
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GTC ATT CCT CCG CCA CTT TCG AGC CCT GGA CCC CAG GCC AGC TAA 1526 
Val lie Pro Pro Pro Leu Ser Ser Pro Gly Pro Gin Ala Ser 
350 355 360 

TGAGGCTGAC TGGATGTCCA GAGCTGGCCA GGCCACTGGG CCCTGAGCCA GAGACAAGGT 1586 

CACCTGGGCT GTGATGTGAA GACACCTGCA GCCTTTGGTC TCCTGGATGG GCCTTTGAGC 1646 

CTGATGTTTA CAGTGTCTGT GTGTGTGTGC ATATGTGTGT GTGTGCATAT GCATGTGTGT 1706 

GTGTGTGTGT GTCTTAGGTG CGCAGTGGCA TGTCCACGTG TGTGTGATTG CACGTGCCTG 1766 

TGGGCCTGGG ATAATGCCCA TGGTACTCCA TGCATTCACC TGCCCTGTGC ATGTCTGGAC 1826 

TCACGGAGCT CACCCATGTG CACAAGTGTG CACAGTAAAC GTGTTTGTGG TCAACAGA 1884 

[0 10 8] 
SB#J## : 3 
mWOMZ : 1 4 4 

Met Pro Arg Gly Trp Ala Ala Pro Leu Leu Leu 
I 5 10 

Leu Leu Leu Gin Gly Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr 

15 20 25 

Asp Tyr Leu Gin Thr Val He Cys lie Leu Glu Met Trp Asn Leu His 

30 35 40 

Pro Ser Thr Leu Thr Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys 

45 50 55 

Asp Glu Ala Thr Ser Cys Ser Leu His Arg Ser Ala His Asn Ala Thr 
60 65 70 75 

His Ala Thr Tyr Thr Cys His Met Asp Val Phe His Phe Met Ala Asp 

80 85 90 

Asp He Phe Ser Val Asn He Thr Asp Gin Ser Gly Asn Tyr Ser Gin 

95 100 105 

Gin Cys Gly Ser Phe Leu Leu Ala Glu Ser Lys Ser Glu Glu Lys Ala 
110 115 120 
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Asp Leu Ser Gly Leu Lys Lys Cys Leu Pro Pro Pro Pro Gly Val Pro 

125 130 135 

Gin Arg Leu Glu Leu 
140 



[0 10 9] 

mn^ : 4 

BB#l©fiS : 1 7 2 9 

mnvm : mm 
mom. : r.*m 

W>&\0>MM : c D N A 

GGCAGCCAGC GGCCTCAGAC AGACCCACTG GCGTCTCTCT GCTGAGTGAC CGTAAGCTCG 60 
GCGTCTGGCC CTCTGCCTGC CTCTCCCTGA GTGTGGCTGA CAGCCACGCA GCTGTGTCTG 120 
TCTGTCTGCG GCCCGTGCAT CCCTGCTGCG GCCGCCTGGT ACCTTCCTTG CCGTCTCTTT 1 80 
CCTCTGTCTG CTGCTCTGTG GGACACCTGC CTGGAGGCCC AGCTGCCCGT CATCAGAGTG 240 
ACAGGTCTTA TGACAGCCTG ATTGGTGACT CGGGCTGGGT GTGGATTCTC ACCCCAGGCC 300 
TCTGCCTGCT TTCTCAGACC CTCATCTGTC ACCCCCACGC TGAACCCAGC TGCCACCCCC 360 
AGAAGCCCAT CAGACTGCCC CCAGCACACG GAATGGATTT CTGAGAAAGA AGCCGAAACA 420 
GAAGGCCCGT GGGAGTCAGC ATG CCG CGT GGC TGG GCC GCC CCC TTG CTC CTG 473 

Met Pro Arg Gly Trp Ala Ala Pro Leu Leu Leu 
1 5 10 

CTG CTG CTC CAG GGA GGC TGG GGC TGC CCC GAC CTC GTC TGC TAC ACC 521 
Leu Leu Leu Gin Gly Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr 

15 20 25 

GAT TAC CTC CAG ACG GTC ATC TGC ATC CTG GAA ATG TGG AAC CTC CAC 569 
Asp Tyr Leu Glu Thr Val He Cys lie Leu Glu Met Trp Asn Leu His 

30 35 40 

CCC AGC ACG CTC ACC CTT ACC TGG CAA GAC CAG TAT GAA GAG CTG AAG 617 
Pro Ser Thr Leu Thr Leu Thr Trp Gin Asp Gin Tyr Glu Glu Leu Lys 

45 50 55 

GAC GAG GCC ACC TCC TGC AGC CTC CAC AGG TCG GCC CAC AAT GCC ACG 665 
Asp Glu Ala Thr Ser Cys Ser Leu His Arg Ser Ala His Asn Ala Thr 
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60 65 70 75 

CAT GCC ACC TAC ACC TGC CAC ATG GAT GTA TTC CAC TTC ATG GCC GAC 713 
His Ala Thr Tyr Thr Cys His Met Asp Va) Phe His Phe Met Ala Asp 

80 85 90 

GAC ATT TTC AGT GTC AAC ATC ACA GAC CAG TCT GGC AAC TAC TCC CAG 761 
Asp He Phe Ser Val Asn He Thr Asp Gin Ser Gly Asn Tyr Ser Gin 

95 100 105 

GAG TGT GGC AGC TTT CTC CTG GCT GAG AGC AAG TCC GAG GAG AAA GCT 809 
Glu Cys Gly Ser Phe Leu Leu Ala Glu Ser Lys Ser Glu Glu Lys Ala 

110 115 120 

GAT CTC AGT GGA CTC AAG AAG TGT CTC CCT CCT CCC CCT GGA GTT CCG 857 
Asp Leu Ser Gly Leu Lys Lys Cys Leu Pro Pro Pro Pro Gly Val Pro 

125 130 135 

CAA AGA CTC GAG CTA TGAGCTGCAG GTGCGGGCAG GGCCCATGCC TGGCTCCTCC 912 
Gin Arg Leu Glu Leu 
140 

TACCAGGGGA CCTGGAGTGA ATGGAGTGAC CCGGTCATCT TTCAGACCCA GTCAGAGGAG 972 
TTAAAGGAAG GCTGGAACCC TCACCTGCTG CTTCTCCTCC TGCTTGTCAT AGTCTTCATT 1032 
CCTGCCTTCT GGAGCCTGAA GACCCATCCA TTGTGGAGGC TATGGAAGAA GATATGGGCC 1092 
GTCCCCAGCC CTGAGCGGTT CTTCATGCCC CTGTACAAGG GCTGCAGCGG AGACTTCAAG 1152 
AAATGGGTGG GTGCACCCTT CACTGGCTCC AGCCTGGAGC TGGGACCCTG GAGCCCAGAG 1212 
GTGCCCTCCA CCCTGGAGGT GTACAGCTGC CACCCACCCA GCAGCCCTGT GGAGTGTGAC 1272 
TTCACCAGCC CCGGGGACGA AGGACCCCCC CGGAGCTACC TCCGCCAGTG GGTGGTCATT 1332 
CCTCCGCCAC TTTCGAGCCC TGGACCCCAG GCCAGCTAAT GAGGCTGACT GGATGTCCAG 1392 
AGCTGGCCAG GCCACTGGGC CCTGAGCCAG AGACAAGGTC ACCTGGGCTG TGATGTGAAG 1452 
ACACCTGCAG CCTTTGGTCT CCTGGATGGG CCTTTGAGCC TGATGTTTAC AGTGTCTGTG 1512 
TGTGTGTGCA TATGTGTGTG TGTGCATATG CATGTGTGTG TGTGTGTGTG TCTTAGGTGC 1572 
GCAGTGGCAT GTCCACGTGT GTGTGATTGC ACGTGCCTGT GGGCCTGGGA TAATGCCCAT 1632 
GGTACTCCAT GCATTCACCT GCCCTGTGCA TGTCTGGACT CACGGAGCTC ACCCATGTGC 1692 
ACAAGTGTGC ACAGTAAACG TGTTTGTGGT CAACAGA 1729 

[0 1 10] 
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Met Pro Arg Met Pro Pro Thr Pro Ala Thr Trp Met Tyr Ser Thr Ser 

15 10 15 

Trp Pro Thr Thr Phe Ser Val Ser Thr Ser Gin Thr Ser Leu Ala Thr 

20 25 30 

Thr Pro Arg Ser Val Ala Ala Phe Ser Trp Leu Arg Ala Ser Pro Arg 

35 40 45 

Arg Lys Leu He Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro Leu 

50 55 60 

Glu Phe Arg Lys Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly Pro 
65 70 75 80 

Met Pro Gly Ser Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp Pro 

85 90 95 

Val He Phe Gin Thr Gin Ser Glu Glu Leu Lys Glu Gly Trp Asn Pro 

100 105 110 

His Leu Leu Leu Leu Leu Leu Leu Val He Val Phe He Pro Ala Phe 

115 120 125 

Trp Ser Leu Lys Thr His Pro Leu Trp Arg Leu Trp Lys Lys He Trp 

130 135 140 

Ala Val Pro Ser Pro Glu Arg Phe Phe Met Pro Leu Tyr Lys Gly Cys 
H5 150 155 160 

Ser Gly Asp Phe Lys Lys Trp Val Gly Ala Pro Phe Thr Gly Ser Ser 

165 170 175 

Leu Glu Leu Gly Pro Trp Ser Pro Glu Val Pro Ser Thr Leu Glu Val 

180 185 190 

Tyr Ser Cys His Pro Pro Ser Ser Pro Val Glu Cys Asp Phe Thr Ser 

195 200 205 

Pro Gly Asp Glu Gly Pro Pro Arg Ser Tyr Leu Arg Gin Trp Val Val 

210 215 220 

He Pro Pro Pro Leu Ser Ser Pro Gly Pro Gin Ala Ser 



225 



230 



235 
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GGCAGCCAGC GGCCTCAGAC AGACCCACTG GCGTCTCTCT GCTGAGTGAC CGTAAGCTCG 60 

GCGTCTGGCC CTCTGCCTGC CTCTCCCTGA GTGTGGCTGA CAGCCACGCA GCTGTGTCTG 120 

TCTGTCTGCG GCCCGTGCAT CCCTGCTGCG GCCGCCTGGT ACCTTCCTTG CCGTCTCTTT 180 

CCTCTGTCTG CTGCTCTGTG GGACACCTGC CTGGAGGCCC AGCTGCCCGT CATCAGAGTG 240 

ACAGGTCTTA TGACAGCCTG ATTGGTGACT CGGGCTGGGT GTGGATTCTC ACCCCAGGCC 300 

TCTGCCTGCT TTCTCAGACC CTCATCTGTC ACCCCCACGC TGAACCCAGC TGCCACCCCC 360 

AGAAGCCCAT CAGACTGCCC CCAGCACACG GAATGGATTT CTGAGAAAGA AGCCGAAACA 420 

GAAGGCCCGT GGGAGTCAGC ATGCCGCGTG GCTGGGCCGC CCCCTTGCTC CTGCTGCTGC 480 

TCCAGGGAGG CTGGGGCTGC CCCGACCTCG TCTGCTACAC CGATTACCTC CAGACGGTCA 540 

TCTGCATCCT GGAAATGTGG AACCTCCACC CCAGCACGCT CACCCTTACC TGGCAAGACC 600 

AGTATGAAGA GCTGAAGGAC GAGGCCACCT CCTGCAGCCT CCACAGGTCG GCCCACAA 658 

ATG CCA CGC ATG CCA CCT ACA CCT GCC ACA TGG ATG TAT TCC ACT TCA 705 
Met Pro Arg Met Pro Pro Thr Pro Ala Thr Trp Met Tyr Ser Thr Ser 

! 5 10 15 

TGG CCG ACG ACA TTT TCA GTG TCA ACA TCA CAG ACC AGT CTG GCA ACT 753 
Trp Pro Tbr Thr Phe Ser Val Ser Thr Ser Gin Thr Ser Leu Ala Thr 

20 25 30 

ACT CCC AGG AGT GTG GCA GCT TTC TCC TGG CTG AGA GCA AGT CCG AGG 801 
Thr Pro Arg Ser Val Ala Ala Phe Ser Trp Leo Arg Ala Ser Pro Arg 

35 40 45 

AGA AAG CTG ATC TCA GTG GAC TCA AGA AGT GTC TCC CTC CTC CCC CTG 849 
Arg Lys Leu He Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro Leu 

50 55 60 

GAG TTC CGC AAA GAC TCG AGC TAT GAG CTG CAG GTG CGG GCA GGG CCC 897 



tBal'rf ¥ 11-3050172 



2 1 4 7 2 0 



Glu Phe Arg Lys Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly Pro 
65 70 75 80 

ATG CCT GGC TCC TCC TAC CAG GGG ACC TGG AGT GAA TGG AGT GAC CCG 945 
Met Pro Gly Ser Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp Pro 

85 90 95 

GTC ATC TTT CAG ACC CAG TCA GAG GAG TTA AAG GAA GGC TGG AAC CCT 993 
Val He Phe Gin Thr Gin Ser Glu Glu Leu Lys Glu Gly Trp Asn Pro 

100 105 HO 

CAC CTG CTG CTT CTC CTC CTG CTT GTC ATA GTC TTC ATT CCT GCC TTC 1041 
His Leu Leu Leu Leu Leu Leu Leu Val He Val Phe He Pro Ala Phe 

115 120 125 

TGG AGC CTG AAG ACC CAT CCA TTG TGG AGG CTA TGG AAG AAG ATA TGG 1089 
Trp Ser Leu Lys Thr His Pro Leu Trp Arg Leu Trp Lys Lys He Trp 

130 135 140 

GCC GTC CCC AGC CCT GAG CGG TTC TTC ATG CCC CTG TAC AAG GGC TGC 1137 
Ala Val Pro Ser Pro Glu Arg Phe Phe Met Pro Leu Tyr Lys Gly Cys 
145 150 155 160 

AGC GGA GAC TTC AAG AAA TGG GTG GGT GCA CCC TTC ACT GGC TCC AGC 1185 
Ser Gly Asp Phe Lys Lys Trp Val Gly Ala Pro Phe Thr Gly Ser Ser 

165 170 175 

CTG GAG CTG GGA CCC TGG AGC CCA GAG GTG CCC TCC ACC CTG GAG GTG 1233 
Leu Glu Leu Gly Pro Trp Ser Pro Glu Val Pro Ser Thr Leu Glu Val 

180 185 190 

TAC AGC TGC CAC CCA CCC AGC AGC CCT GTG GAG TGT GAC TTC ACC AGC 1281 
Tyr Ser Cys His Pro Pro Ser Ser Pro Val Glu Cys Asp Phe Thr Ser 

195 200 205 

CCC GGG GAC GAA GGA CCC CCC CGG AGC TAC CTC CGC CAG TGG GTG GTC 1329 
Pro Gly Asp Glu Gly Pro Pro Arg Ser Tyr Leu Arg Gin Trp Val Val 

210 215 220 

ATT CCT CCG CCA CTT TCG AGC CCT GGA CCC CAG GCC AGC TAATGAGGCT 1378 
He Pro Pro Pro Leu Ser Ser Pro Gly Pro Gin Ala Ser 
225 230 235 

GACTGGATGT CCAGAGCTGG CCAGGCCACT GGGCCCTGAG CCAGAGACAA GGTCACCTGG 1438 
GCTGTGATGT GAAGACACCT GCAGCCTTTG GTCTCCTGGA TGGGCCTTTG AGCCTGATGT 1498 
TTACAGTGTC TGTGTGTGTG TGCATATGTG TGTGTGTGCA TATGCATGTG TGTGTGTGTG 1558 
TGTGTCTTAG GTGCGCAGTG GCATGTCCAC GTGTGTGTGA TTGCACGTGC CTGTGGGCCT 1618 
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GGGATAATGC CCATGGTACT CCATGCATTC ACCTGCCCTG TGCATGTCTG GACTCACGGA 1678 
GCTCACCCAT GTGCACAAGT GTGCACAGTA AACGTGTTTG TGGTCAACAGA H29 

[0 112] 
BB#J#-* : 7 
ffi#J©*-S : 5 3 8 

Met Pro Arg Cly Trp Ala Ala Pro Leu Leu Leu 
1 B 10 

Leu Leu Leu Gin Gly Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr 

15 20 25 

.Asp Tyr Leu Gin Thr Val lie Cys He Lea Glu Met Trp Asn Leu His 

30 35 40 

Pro Ser Thr Leu Thr Leu Thr Trp Gin Asp Gin Tyr Glu Clu Leu Lys 

45 50 55 

Asp Glu Ala Thr Scr Cys Ser Leu His Arg Ser Ala His Asn Ala Tbr 
60 65 70 75 

His Ala Thr Tyr Thr Cys His Met Asp Val Phc His Phe Met Ala Asp 

80 85 90 

Asp He Phe Ser Yal Asn He Thr Asp Gin Ser Gly Asn Tyr Ser Gin 

95 tOO 105 

Glu Cys Gly Ser Phe Leu Leu Ala Glu Scr lie Lys Pro Ala Pro Pro 

110 115 120 

Phe Asn Val Thr Val Thr Phe Ser Gly Gin Tyr Asn He Ser Trp Arg 

125 130 135 

Ser Asp Tyr Glu Asp Pro Ala Phe Tyr Met Leu Lys Gly Lys Leu Gin 
HO 145 150 155 

Tyr Glu Leu Gin Tyr Arg Asn Arg Gly Asp Pro Trp Ala Val Scr Pro 

160 165 170 

Arg Arg Lys Leu He Ser Val Asp Ser Arg Ser Val Ser Leu Leu Pro 
175 180 185 
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Leu Glu Phe Arg Lys Asp Ser Ser Tyr Glu Leu Gin Val Arg Ala Gly 

190 195 200 

Pro Met Pro Gly Ser Ser Tyr Gin Gly Thr Trp Ser Glu Trp Ser Asp 

205 210 215 

Pro Val He Phe Gin Thr Gin Ser Glu Glu Leu Lys Glu Gly Trp Asn 
220 . 225 230 235 

Pro His Leu Leu Leu Leu Leu Leu Leu Val He Val Phe He Pro Ala 

240 245 250 

Phe Trp Ser Leu Lys Thr His Pro Leu Trp Arg Leu Trp Lys Lys lie 

255 260 265 

Trp Ala Val Pro Ser Pro Glu Arg Phe Phe Met Pro Leu Tyr Lys Gly 

270 275 280 

Cys Ser Gly Asp Phe Lys Lys Trp Val Gly Ala Pro Phe Thr Gly Ser 

285 290 295 

Ser Leu Glu Leu Gly Pro Trp Ser Pro Glu Val Pro Ser Thr Leu Glu 
300 305 310 315 

Val Tyr Ser Cys His Pro Pro Arg Ser Pro Ala Lys Arg Leu Gin Leu 

320 325 330 

Thr Glu Leu Gin Glu Pro Ala Glu Leu Val Glu Ser Asp Gly Val Pro 

335 340 345 

Lys Pro Ser Phe Trp Pro Thr Ala Gin Asn Ser Gly Gly Ser Ala Tyr 

350 355 360 

Ser Glu Glu Arg Asp Arg Pro Tyr Gly Leu Val Ser lie Asp Thr Val 

365 370 375 

Thr Val Leu Asp Ala Glu Gly Pro Cys Thr Trp Pro Cys Ser Cys Glu 
380 385 390 395 

Asp Asp Gly Tyr Pro Ala Leu Asp Leu Asp Ala Gly Leu Gin Pro Ser 

400 405 410 

Pro Gly Leu Glu Asp Pro Leu Leu Asp Ala Gly Thr Thr Val Leu Ser 

415 420 425 

Cys Gly Cys Val Ser Ala Gly Ser Pro Gly Leu Gly Gly Pro Leu Gly 

430 435 440 

Ser Leu Leu Asp Arg Leu Lys Pro Pro Leu Ala Asp Gly Glu Asp Trp 

445 450 455 

Ala Gly Gly Leu Pro Trp Gly Gly Arg Ser Pro Gly Gly Val Ser Glu 
460 465 470 475 
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Ser Glu Ala Gly Ser Pro Leu Ala Gly Leu Asp Met Asp Thr Phe Asp 

480 485 490 

Ser Gly Phe Val Gly Ser Asp Cys Ser Ser Pro Val Glu Cys Asp Phe 

495 500 505 

Thr Ser Pro Gly Asp Glu Gly Pro Pro Arg Ser Tyr Leu Arg Gin Trp 

510 515 520 

Val Val He Pro Pro Pro Leu Ser Ser Pro Gly Pro Gin Ala Ser 
525 530 535 



[0 113] 
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mm 

GGCAGCCAGC GGCCTCAGAC AGACCCACTG GCGTCTCTCT GCTGAGTGAC CGTAAGCTCG 60 
GCGTCTGGCC CTCTGCCTGC CTCTCCCTGA GTGTGGCTGA CAGCCACGCA GCTGTGTCTG 120 
TCTGTCTGCG GCCCGTGCAT CCCTGCTGCG GCCGCCTGGT ACCTTCCTTG CCGTCTCTTT 180 
CCTCTGTCTG CTGCTCTGTG GGACACCTGC CTGGAGGCCC AGCTGCCCGT CATCAGAGTG 240 
ACAGGTCTTA TGACAGCCTG ATTGGTGACT CGGGCTGGGT GTGGATTCTC ACCCCAGGCC 300 
TCTGCCTGCT TTCTCAGACC CTCATCTGTC ACCCCCACGC TGAACCCAGC TGCCACCCCC 360 
AGAAGCCCAT CAGACTGCCC CCAGCACACG GAATGGATTT CTGAGAAAGA AGCCGAAACA 420 
GAAGGCCCGT GGGAGTCAGC ATG CCG CGT GGC. TGG GCC GCC CCC TTG CTC CTG 473 

Met Pro Arg Gly Trp Ala Ala Pro Leu Leu Leu 
1 5 10 

CTG CTG CTC CAG GGA GGC TGG GGC TGC CCC GAC CTC GTC TGC TAC ACC 521 
Leu Leu Leu Gin Gly Gly Trp Gly Cys Pro Asp Leu Val Cys Tyr Thr 

15 20 25 

GAT TAC CTC CAG ACG GTC ATC TGC ATC CTG GAA ATG TGG AAC CTC CAC 
Asp Tyr Leu Gin Thr Val He Cys He Leu Glu Met Trp Asn Leu His 
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30 

CCC AGC ACG 
Pro Ser Thr 
45 

GAC GAG GCC 
Asp. Gin Ala 
60 

CAT GCC ACC 
His Ala Thr 

GAC ATT TTC 
Asp He Phe 

GAG TGT GGC 
Glu Cys Gly 
110 

TTC AAC GTG 
Phe Asn Val 

125 
TCA GAT TAC 
Ser Asp Tyr 
140 

TAT GAG CTG 
Tyr Glu Leu 

AGG AGA AAG 
Arg Arg Lys 

CTG GAG TTC 
Leu Glu Phe 
190 

CCC ATG CCT 
Pro Met Pro 

205 
CCG GTC ATC 
Pro Val He 



CTC ACC 
Leu Thr 

ACC TCC 
Thr Ser 

TAC ACC 
Tyr Thr 
80 

AGT GTC 
Ser Val 

95 
AGC TTT 
Ser Pbe 

ACT GTG 
Thr Val 

GAA GAC 
Glu Asp 

CAG TAC 
Gin Tyr 
160 
CTG ATC 
Leu He 
175 

CGC AAA 
Arg Lys 

GGC TCC 
Gly Ser 

TTT CAG 
Phe Gin 



CTT ACC 
Leu Thr 
50 

TGC AGC 
Cys Ser 
65 
TGC CAC 
Cys His 

AAC ATC 
Asn He 

CTC CTG 
Leu Leu 

ACC TTC 
Thr Phe 
130 
CCT GCC 
Pro Ala 
145 

AGG AAC 
Arg Asn 

TCA GTG 
Ser Val 

GAC TCG 
Asp Ser 

TCC TAC 
Ser Tyr 
210 
ACC CAG 
Thr Gin 



35 

TGG CAA GAC 
Trp Gin Asp 

CTC CAC AGG 
Leu His Arg 

ATG GAT GTA 
Met Asp Val 
85 

ACA GAC CAG 
Tlir Asp Gin 

100 
GCT GAG AGC 
Ala Glu Ser 
115 

TCA GGA CAG 
Ser Gly Gin 

TTC TAC ATG 
Phe Tyr Met 

CGG GGA GAC 
Arg Gly Asp 
165 

GAC TCA AGA 
Asp Ser Arg 

180 
AGC TAT GAG 
Ser Tyr Glu 
195 

CAG GGG ACC 
Gin Gly Thr 

TCA GAG GAG 
Ser Glu Glu 



CAG TAT 
Gin Tyr 
55 

TCG GCC 
Ser Ala 
70 
TTC CAC 
Phe His 

TCT GGC 
Ser Gly 

ATC AAG 
He Lys 

TAT AAT 
Tyr Asn 
135 
CTG AAG 
Leu Lys 
150 

CCC TGG 
Pro Trp 

AGT GTC 
Ser Val 

CTG CAG 
Leu Gin 

TGG AGT 
Trp Ser 
215 
TTA AAG 
Leu Lys 



40 

GAA GAG CTG AAG 
Glu Glu Leu Lys 



CAC AAT 
His Asn 

TTC ATG 
Phe Met 

AAC TAC 
Asn Tyr 
105 
CCG GCT 
Pro Ala 
120 

ATC TCC 
He Ser 

GGC AAG 
Gly Lys 

GCT GTG 
Ala Val 

TCC CTC 
Ser Leu 
185 
GTG CGG 
Val Arg 
200 

GAA TGG 
Glu Trp 



GCC ACG 
Ala Thr 
75 

GCC GAC 
Ala Asp 

90 
TCC CAG 
Ser Gin 

CCC CCT 
Pro Pro 

TGG CGC 
Trp Arg 

CTT CAG 
Leu Gin 
155 
AGT CCG 
Ser Pro 
170 

CTC CCC 
Leu Pro 

GCA GGG 
Ala Gly 

AGT GAC 
Ser Asp 



GAA GGC TGG AAC 
Glu Gly Trp Asn 



617 



665 



713 



761 



809 



857 



905 



953 



1001 



1049 



1097 



1145 
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220 

CCT CAC 
Pro His 

TTC TGG 
Phe Trp 

TGG GCC 
Trp Ala 

TGC AGC 
Cys Ser 
285 
AGC CTG 
Ser Leu 
300 

GTG TAC 
Val Tyr 

ACG GAG 
Thr Glu 

AAG CCC 
Lys Pro 

AGT GAG 
Ser Glu 
365 
ACT GTG 
Thr Val 
380 

GAT GAC 
Asp Asp 

CCA GGC 
Pro Gty 



CTG CTG 
Leu Leu 

AGC CTG 
Ser Leu 
255 
GTC CCC 
Val Pro 
270 

GGA GAC 
Gly Asp 

GAG CTG 
Glu Leu 

AGC TGC 
Ser Cys 

CTA CAA 
Leu Gin 
335 
AGC TTC 
Ser Phe 
350 

GAG AGG 
Glu Arg 

CTA GAT 
Leu Asp 

GGC TAC 
Gly Tyr 

CTA GAG 
Leu Glu 



225 
CTT CTC CTC 
Leu Leu Leu 
240 

AAG ACC CAT 
Lys Thr His 

AGC CCT GAG 
Ser Pro Glu 

TTC AAG AAA 
Phe Lys Lys 
290 

GGA CCC TGG 
Gly Pro Trp 

305 
CAC CCA CCA 
His Pro Pro 
320 

GAA CCA GCA 
Glu Pro Ala 

TGG CCG ACA 
Trp Pro Thr 

GAT CGG CCA 
Asp Arg Pro 
370 

GCA GAG GGG 
Ala Glu Gly 

385 
CCA GCC CTG 
Pro Ala Leu 
400 

GAC CCA CTC 
Asp Pro Leu 



CTG CTT 
Leu Leu 

CCA TTG 
Pro Leu 
260 
CGG TTC 
Arg Phe 
275 

TGG GTG 
Trp Val 

AGC CCA 
Ser Pro 

CGG AGC 
Arg Ser 

GAG CTG 
Glu Leu 
340 
GCC CAG 
Ala Gin 
355 

TAC GGC 
Tyr Gly 



230 
GTC ATA 
Val He 
245 

TGG AGG 
Trp Arg 

TTC ATG 
Phe Mel 

GGT GCA 
Gly Ala 

GAG GTG 
Glu Val 
310 
CCG GCC 
Pro Ala 
325 

GTG GAG 
Val Glu 

AAC TCG 
Asn Ser 

CTG GTG 
Leu Val 



CCA TGC ACC TGG 
Pro Cys Thr Trp 
390 

GAC CTG GAT GCT 
Asp Leu Asp Ala 
405 

TTG GAT GCA GGG 
Leu Asp Ala Gly 



GTC TTC ATT 
Val Phe He 

CTA TGG AAG 
Leu Trp Lys 
265 

CCC CTG TAC 
Pro Leu Tyr 

280 
CCC TTC ACT 
Pro Phe Thr 
295 

CCC TCC ACC 
Pro Ser Thr 

AAG AGG CTG 
Lys Arg Leu 

TCT GAC GGT 
Ser Asp Gly 
345 

GGG GGC TCA 
Gly Gly Ser 

360 
TCC ATT GAC 
Ser He Asp 
375 

CCC TGC AGC 
Pro Cys Ser 

GGC CTG GAG 
Gly Leu Glu 

ACC ACA GTC 
Thr Thr Val 



235 
CCT GCC 
Pro Ala 
250 . 
AAG ATA 
Lys He 

AAG GGC 
Lys Gly 

GGC TCC 
Gly Ser 

CTG GAG 
Leu Glu 
315 
CAG CTC 
Gin Leu 
330 

GTG CCC 
Val Pro 

GCT TAC 
Ala Tyr 

ACA GTG 
Thr Val 

TGT GAG 
Cys Glu 
395 
CCC AGC 
Pro Ser 
410 

CTG TCC 
Leu Ser 
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1433 



1481 



1529 



1577 



1625 



1673 



1721 
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415 420 425 

TGT GGC TGT GTC TCA GCT GGC AGC CCT GGG CTA GGA GGG CCC CTG GGA 
Cys Gly Cys Val Ser Ala Gly Ser Pro Gly Leu Gly Gly Pro Leu Gly 

430 435 440 

AGC CTC CTG GAC AGA CTA AAG CCA CCC CTT GCA GAT GGG GAG GAC TGG 
Ser Leu Leu Asp Arg Leu Lys Pro Pro Leu Ala Asp Gly Glu Asp Trp 

445 450 455- 

GCT GGG GGA CTG CCC TGG GGT GGC CGG TCA CCT GGA GGG GTC TCA GAG 
Ala Gly Gly Leu Pro Trp Gly Gly Arg Ser Pro Gly Gly Val Ser Glu 
460 465 470 475 

AGT GAG GCG GGC TCA CCC CTG GCC GGC CTG GAT ATG GAC ACG TTT GAC 
Ser Glu Ala Gly Ser Pro Leu Ala Gly Leu Asp Met Asp Thr Phe Asp 

480 485 490 

AGT GGC TTT GTG GGC TCT GAC TGC AGC AGC CCT GTG GAG TGT GAC TTC 
Ser Gly Phe Val Gly Ser Asp Cys Ser Ser Pro Val Glu Cys Asp Phe 

495 500 505 

ACC AGC CCC GGG GAC GAA GGA CCC CCC CGG AGC TAC CTC CGC CAG TGG 
Thr Ser Pro Gly Asp Glu Gly Pro Pro Arg Ser Tyr Leu Arg Gin Trp 

510 515 520 

GTG GTC ATT CCT CCG CCA CTT TCG AGC CCT GGA CCC CAG GCC AGC TAA 
Val Val lie Pro Pro Pro Leu Ser Ser Pro Gly Pro Gin Ala Ser 

525 530 535 

TGAGGCTGAC TGGATGTCCA GAGCTGGCCA GGCCACTGGG CCCTGAGCCA GAGACAAGGT 
CACCTGGGCT GTGATGTGAA GACACCTGCA GCCTTTGGTC TCCTGGATGG GCCTTTGAGC 
CTGATGTTTA CAGTGTCTGT GTGTGTGTGC ATATGTGTGT GTGTGCATAT GCATGTGTGT 
GTGTGTGTGT GTCTTAGGTG CGCAGTGGCA TGTCCACGTG TGTGTGATTG CACGTGCCTG 
TGGGCCTGGG ATAATGCCCA TGGTACTCCA TGCATTCACC TGCCCTGTGC ATGTCTGGAC 



1769 
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1865 



1913 



1961 



2009 



2057 



2117 
2177 
2237 
2297 
2357 



TCACGGAGCT CACCCATGTG CACAAGTGTG CACAGTAAAC GTGTTTGTGG TCAACAGA 2415 
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CCGGCTCCCC CTTTCAACGT GACTGTGACC 
[0 115] 
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GGCAAGCTTC AGTATGAGCT GCAGTACAGG 
[0 116] 
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ACCCTCTGAC TGGGTCTGAA AGATGACCGG 
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CATGGGCCCT GCCCGCACCT GCAGCTCATA 
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0 6&NR8 j8 © c DN AOi&mMFlJk'&T yBUBJU&ia^EaT***. ^lo 
<Daimijt7t-'7>V -"r^yy? (ORF) £^b£„ 

[07] 

0 7&NR8 y (D cDN A<D&mmF]fcZfT ;mW&F}*:m-tmT*2bZ> 0 
[08] 

H8l±NR8©#K«tCfeW*»3S&N o rtherm Blotting K 
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Table 1. Result of 2 steps Blast search 



Probe 


Xaa 


accession 


location of hit 


locus 


blastx (expect=100) 


TG GAGTAATTGGAG C 
TGGAGCTG ATGGAG C 


Asa 
**# 


■at nnqmiB 


30692 tggagtaattggagc 30678 
140006 tggagctgatggagc 139992 


Ip34.1-lp35 


mTLllRfmmositpV 


297987 


lp36.2-36.3 


linel, Leu Zip p40. 


TGGAGCAGCTGGAGC 


Ser 


AF023268 


39931 tggagcagctggagc 39917 


lq21 


xnetaxin 


TGGAGCTG CTG GAG C 


Cys 


AL009051 


78023 tggagetgctggagc 78037 


lq23-24 


' HP- 10, semaphorin F.G 


TGGAGCACGTGGAGT 


Thr 


Z97200 


112905 tggagcacgtggagt 112891 


lq24 


AFP enhancer BP, RAR 


TGGAGTGCCTGGAGC 


Ala . 


U95626 


101031 tggagtgcctggagc 101017 


3 


CFTC. TcR 


TGGAGTAGATGGAGT 


Arg 


Z84495 


2547 tggagtagatggagt 2533 


3p2l.3 


tri thorax 


TGGAGCTG ATGGAGT 




274023 


5255 tggagctgatggagt 5241 


3p21.3 


E2ABP. fibronectin, nidge n 


TGGAGTTTCTGGAGT 


Phe 


268275 


7291 tggagtttctggagt 7277 


4pl6.3 


mena. NMDAR 


TGGAGTGCCTGGAGT 


Ala 


254072 


21277 tggagtgcctggagt 21291 


4pl6.3 


crk, AchR, HER3 


TG GAG CTGCTGGAGC 


Cys 


Z69S37 


30266 tggagetgctggagc 30252 


4pl6.3 


KIT, FLT3, PDGFRa 


TGGAGTTACTGGAGT 


Tyr 


AC003951 


27290 tggagttactggagt 27304 


5 


collagen 


TGGAGCCTGTGGAGT 


Leu 


AC004502 


48334 Iggagoctgtggagt 48320 


5 


ADAMTS-1, properdin, etc 


TG GAGTTGATGG AG C 


*♦*■ 


L81613 


2418 tggagttgatggagc 2404 


5 


APC, bat2, p53 


TGGAGTGTATG GAGT 


Val 


ACO02122 


43679 tggagtgtatggagt 43665 


5pl5.2 


Met tRNAsyntase 


TGGAGTCCATGGAGT 


Pro 


AC002380 


34646 tggagtccatggagt 34632 


5pl5.2 


N-WASP, enigma 


TGGAGCAACTGGAGC 


Asn 


AC002479 


80443 tggagcaactggagc 80457 


5pl5.2 


NEU. glycoprotein C 


TGGAGCTG CTGGAGT 


Cys 


AC004592 


125445 tggagctgctggagt 125431 


5q31 


CD22-B 


TGGAGTAGCTGCAGT 


. Ser 


AC002393 


3721 tggagtagct^gagt 3735 


6 


glycoprotein 


TGGAGTTGCTGGAGT 


Cys 


AC002326 


114578 tggagttgctggagt 114564 


6 


G3P REGULON 


TGGAGTGCATGGAGT 


Ala 


Z84490 


20244 tggagtgcatggagt 20230 


6 


Alu. adrenergic receptor 
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Probe 


Xaa 


accession 


TTGGAGTTTCTGGAGC 


Phe 


AC002112 


TGGAG CG GCTGGAG C 


Gly 


U69336 


TGGAGCGTCTGGAG C 


Val 


U5358S 


TGGAGTGCATGGAGT 


Ala 


Z98744 


TGGAGTTGCTG GAGT 


Cys 


AL009031 


TGGAGTGTCTGGAGT 


Val 


AL008729 


TGGAGTTGTTGGAGT 


Cys 


Z98755 


TGGAGCTTCTGGAG C 


Phe 


Z98172 


TGGAG CAGGTGGAG C 


Arg 


Z97989 


TGGAGCTAATGGAGT 




Z95326 


TGGAGCTCTTGGAGC 


Ser 


Z98049 


TGGAGCTCCTGGAGT 


Ser 


AC003090 


TGGAGTATATGGAGC 


lie 


AC004744 


TGG AGTAGCTGG AG C 


Ser 


AC004485 


TGGAGTCTTTGGAGT 


Leu 


AC004141 


TGGAGCAGATGGAGC 


Arg 


AC004548 


TGGAGCAACTGGAGT 


Asn 


AC002456 


TGGAGTAACTGGAGT 


Asn 


ACOO0064 


TGGAGTTATTGGAGT 


tyr 


AC003085 


TGGAGTTGTTGGAGT 


Cys 


AC000119 


TGGAGTTGTTGGAGT 


Cys 


AC002458 


TGGAGTACATGGAGC 


Thr 


AC000059 



location of hit 



locus blastx (expect^ 100) 

IgHv. MYD116 
myosin HC, cep250, 
ring finger, BRCA1 
Alu,AD7c-NTP 
ACC synthase 
E1A, DUB-2 
dynein 
HGXPRT 

syn fyn. slk. yes. src 
.33 tyrosinase 

collagen. AT3, ClQb 
ICE 

TSH-R, RNABP 
Hox 2.4. TnTT,nRafctop*) 
polyprotein 
1 NCAM 

glycoprotein A 
GA3PD 
Nmyc, FGFR 
FVIII, Topoin 
telomerase. NFAT 
Alu, Notch4 



68699 tggagtttctggagc 68685 6 

36829 tggagcggctggagc 35815 6p21 

3558 tggagcgtctggagc 3572 6p21.3 

38358 tggagtgcatggagt 38344 6p21_3-22.3 

104325 tggagttgctggagt 104311 6p22.3-24.1 

21323 tggagtgtctggagt 21339 6p24 

69823 tggagttgttggagt 69811 6ql6.1-21 

35554 tggagcttctggagc 35540 6q21 

79116 tggagcaggtggagc 79102 6q21-22 

16562 tggagctaatggagt 16576 6q22.1-6q22. 

25800 tggagctcttggagc 25786 6q26-q27 

22068 tggagctcctggagt 22082 7pl5 

22740 tggagtatatggagc 22754 7pl5-p21 

86356 tggagtagctggagc 86370 7pl5-p21 

3130 tggagtctttggagt 3144 7p21-p22 

62S76 tggagcagatggagc 62862 7qll.23-q21 

69500 tggagcaactggagt 69514 7q21 

9170 tggagtaactggagt 9184 7q21-22 

87341 tggagttattggagt 87355 7q21-22 

65235 tggagttgttggagt 65221 7q21-7q22 

44435 tggagttgttggagt 44421 7q21-q22 

9977 tggagtacatggagc 9963 7q21-7q22 
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Pxobe Xaa accession 

TTGGAGTATTTGGAGT De 

TGGAGCAGCTGGAGT Ser 

TGGAGTGTTTGGAGT Val 

TGGAGTGGCTGGAGC Gly 
TGGAGCTGATGGAGC 

TGGAGTTTTTGGAGT Phe 

TGGAGTTGTTGGAGT Cys 

TGGAGCGGGTGGAGC Gly 

TGGAGCATTTGGAGC De 

TGGAGTTATTGGAGT Tyx 

TGGAG CATATGGAGT He 

TGGAGCAACTGGAGT Asn 



location of hit 



Locus 



blastx (g 



=100) 



AC002384 
AC004522 
AC002466 
AC002543 
AC000061 
AC000125 
AC002498 
U66059 
AC003109 
AF027390 



AC001643 



52216 tggagtatttggagt 52202 
55291 tggagcagctggagt 55277 
43273 tggagtgtttggagt 43287 
112948 tggagtggctggagc 112962 
79564 tggagctgatggagc 79550 
13750 tggagtttttggagt 13736 
20166 tggagttgttggagt 20152 
158491 tggagcgggtggagc 158477 
4761 tggagcatttggagc 4775 
174448 tggagttattggagt 174434 
28882 tggagcatatggagt 28896 
27345 tggagcaactggagt 27331 

5; 



7q22 
7q22-q31.1 
7q31 
7q31.2 
7q31.2 
7q31.3 
7q31-3 
7q35CIkRb) 
7q36 
7qtel 
9p22 
9q34 



TGGAGCGGATGGAGC 
TGGAGTGAGTGGAGT 



Gly AC000396 
Glu U73649 



16394 tggagcggatggagc 16380 
16850 tggagt gagtggag t 16836 



9q34 
11 



pol, fiffTtfannthpr frame) 
hemoglobin beta 
ryanodine receptor, mTPO 
EGF, P-se lectin 
laxninin Bl, tubulin 
pl50 

lT,3Rhftn>posit^ 
properdin 
CD2, HOX-2.6 
IlcB,V2R 
myosin VT1A, 
hoxl.4, gastrinR _ 

vWf, laxninin a3 
zinc finger 



TGGAGTGCCTGGAGT 

TGGAGTCCCTG GAGC 
TGGAGCAACTGGAGC 
TGGAGTGCATGGAGT 



Pro U73643 
Asn ££S&SIQ 

Ala AC002350 



31027 t es*gtgoc*gg&gt 31041 

14550 tggagtocctggagc 14564 
65621 tggagcaactggagc 65635 
23543 tggagtgcatggagt 23529 



Alu, gp 2b. BCGF-12 

11 reverse transcriptase 

lip 15.5 Nasopressin R, [ 

I2q24 Alu. IFNaR 
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Probe 



TGGAGTG CATGGAGT 

TTG GAGTTACTGG AG C 

TGGAGTTGTTGGAGT 

TGGAGCGGTTGGAGC 

TGGAGTAGGTGGAGC 

TGGAGTTTCTGGAGC 

TGGAGTTCATGGAGT 

TGGAGTGTATGGAGT 



Xaa 


accession 


Ala 


AC004217 


Tyr 


AC002978 


Cys 


AC000403 


Gly 


X97051 


Arg 


AC003024 


Phe 


■\CO02492 


Ser 


U91318 


Val 


AC002289 



location of hit 



locus 



blastx (expect=100) 



88822 tggagtgcatggagt 83808 
65893 tggagttactggagc 65907 
91715 tggagttgttggagt 91729 
73621 tggagcggttggagc 73607 
15596 tggagtaggtggagc 15582 
93356 tggagtttctggagc 93370 
102406 tggagttcatggagt 102392 
10631 tggagtgtatggagt 10645 



12q24.1 Alu, HPK 

12q24 clathrin LC. 

13 VHL. inhibin B 
14q32»33 (IgD) polycystic kidney 

15q26 pksF 

16 pol, taawN 

16 ICAM1.MIBP1 

16 Alu 



TGGAGTTAATGGAGT 
TGGAG CTGCTG GAGT 



Cys 



AC002519 81768 tggagttaatggagt 81754 16 
U91326 64127 tggagctgctggagt 84113 16pll.2 



Rho, Notch 

NIPI-like. TTrSKrftfflnWS) 



SAGTGAATGGAGT Ghi AC002303 40952 tggagtgaatgga gt 40966 I6p_12 TPOR, OBR, and many 



TGGAGCACTTGGAGC 
TGGAGTCCCTGGAGC 
E 

TGGAGTCACTGGAGT 



Thr 
Pro 



AC002551 
AC002299 



82245 tggagcacttggagc 82259 
162 tggagtccctggagc 148 



TGGAGCACTTGGAGC 
TG G AGCCGTTG GAGC 



His 



Thr 
Arg 



U95737 



AC004509 
AC004496 



16130 tggagtcactggagt 16144 
16374 tggagtcactggagt 163S8 
16599 tgg agtcactggagt 16613 

26031 tggagcacttggagc 26045 
28217 tggagccgttggagc 28231 



I6pl2.1 envelope, androgen R 

16pl2-pl3.1 CYCLIN H, FN 

16pl3.1 TcRa. HLAa 

Notch, Pro-rich 
phosphatase, ORFB 
felSn^3Meg^CEtaogc^3a^5^aaaCa^^ 

I6pl3.3 TcRb 

16pl3.3 mucin, ET1. lT/l9RfnonWS> 
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Probe 



Xaa 



accession location of hit 



locus 



blastx (expect=100) 



TGGAGCCGCTGGAGC Arg 

TTGGAGTACTTGGAGC Thr 

TGGAGCGTGTGGAGC Val 

TGGAGCAAATGGAGT Lys 

TGGAGTCTCTGGAGC Leu 

TGGAGCAG ATGG AG C Arg 

TGGAGTGCATGGAGT Ala 
!33 



16 P 13.3 
16pl3.3 
16q22.1 
17 
17 
IS 
19 



TGGAGCTGCTGGAGT Cys 
TGGAGCCCCTGGAGT Pro 



TG GAG TGAGTGGAGC 



TGG AG CAGATG GAGC Arg 



TGGAGCACCTGGAGT Thr 

TGGAGCTGATGGAGC *** 

TGGAGCCAGTGGAGC Gin 

TG GAGTTACTGGAGT Tyr 
TGGAGTTGATGGAGC 
TGGAGTCAATGGAGT - Gin 

TGGAGTGCCTGGAGT Ala 

TG G AGTGTCTG G AGT Val 



awcaaw«» »- - ■ 

AC004232 34550 tggagccgctggagc 34564 

AJ 003147 151160 tggagtacttggagc 151166 

X71874 11520 tggagcgtgtggagc 11534 

AC003663 114346 tggagcaaatggagt 114360 

AC003957 5289S tggagtctctggagc 52884 

AC003971 76277 tggagcagatggagc 76263 

ADO 008 12 30891 tgga gtgcatggagt 30905 ^ ^ 

AC004660 10008 tggagctgctggagt 10022 19 

AC004490 14389 tggagcccctggagt 14403 19 



AC003U2 1S31S tfrgagtgagtg gagc 18301 



AOfWdMU 39010 tggagcagatggagc 38996 

presumably a pseudogene 

39177 tggagcagatggagc 39163 
AD000685 21015 tggagcacctggagt 21001 
AC002115 37164 tggagctgatggagc 37178 
M63796 7622 tggagccagtggagc 7636 

AC004505 317 1 1 tggagttactggagt 3 1725 
Z93016 31093 tggagttgatggagc 31079 

IHtM^i 579 tggagtcaatggagt 565 

AF0 39907 29892 tggagtgcctggagt 29906 
AG000937 105 tggagtgtctggagt 91 



IgLk. AGPR 

RanBP2 

collagen a5IV 

beta*D*gl ucosidase 

TIE-1. SEX Rho, 

UMK-1. TcR 

Alu 

Repsl 

mucin, ataxin-2. N-WASP 



TQnt2fNR6^ TPOR, PRLR, OBR, etc 



I9pl2 



19pl3.1 
19ql3.1 
19ql3.3 
20 

20ql2-13.2 

21(MX1) 

21 

21q 



PKT.ff tmer cm- 

11,?fflafwfflrt 7? nnnWS) 

Mpc2. Pro rich protein 
NFCP, titin, Jagged 2 
Gap junction 

smaphorin F, GHS-R, JAK2 

GI J IflETO. V .7WfnnnWS1 

IgV. Cyt. Oxidase 
pcroxidasin 
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Probe 


Xaa 


accession 


location of hit 


locus 


blastx (expect- 100) 


TGGAGTAAATGGAGT 


Urs 


AP000034 


28803 tggagtaaatggagt 28789 


2lqll.l 


Na/Ca exchanger 


TTGGAGTAGGTGGAGT 


Arg 


AP000039 


24900 tggagtaggtggagt 24914 


21qll.l 


RNA polymerase 


TGGAGTGAGTGGAGT 


Glu 


AP000035 


21721 tggagtgagtggagt 21707 


21qll.l 


smaphorin F 


TGGAGTGTCTGGAGT 


Val AG000038 26164 tggagtgtctggagt 26150 21qll.l Glycoprotein 



TGGAGTGCCTGGAGT Ala AP000045 

TGGAGCATTTGGAGC He AP000052 

TGGAGCCTCTG GAGC Leu AP000037 

TGGAGTGGGTGGAGT Gly AP000015 

TGGAGTGAGTGGAGT Glu 297055 

TGGAG CTGGTG GAGT Trp Z83856 

TGGAGTGGGTGGAGT Gly Z95113 

TGGAGTGCATG GAGT Ala 293784 

TGGAGC GTCTGGAGT Leu AC002308 

TGGAGTCCCTGG AG C Pro AC000086 

TGGAGCATCTGGAGC He L77569 



TGGAGCAGCTGGAGC 
TGGAGCAACTG GAG C 
TGGAGCTAGTGGAGC 
TGGAGC CCTTGG AG C 
TGGAGCTCTTGGAGT 



7204 tggagtgcctggagt 7218 21qll.l 

93726 tggagcatttggagc 93740 21qll. 1 

17581 tggagcctctggagc 17567 2lqll-l 

48480 tggagtgggtggagt 48494 21q22.2 

151632 tggagtgagtggagt 151618 22 

8503 tggagctggtggagt 8489 22 

69325 tggagtgggtggagt 69311 22qll-2.qter 

36348 tggagtgcatggagt 36362 22qll.2-qter 

130741 tggagcctctggagt 130727 22qll.2 

40705 tggagtccctggagc 40691 22qll.2 
21088 tggagcatctggagc 21074 



Ig H. TCF-3, CETP 
Alu. BCGF 
TPO 

semaphorin H, CD 44 
ERF 
factor H 
Alu.NF2 

collagen al, Na channel 



ADH, collagen 
22qllDiGeorgeclathrin heavy chain 2 

^^^^00072^2-^^ 

Ser ACOO0O92 9817 tggagcagctggagc 9803 22qll-2 
Asn Z95116 64481 tggageaactggagc 64495 22ql2.1 

AC003071 114780 tggagctagtggagc 114794 22ql2.1-qter 
Pro Z 80902 2675 tggagcccttggagc 2661 22ql2-qter 

Ser Z79999 40825 tggagctcttggagt 40839 22ql2-qter 



IgHv, PC binding 
pl50. IMft ftY S NW SF*) 
FGFRb 
collagen al 
collagen al, 
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Probe 

tggagccattggagt" 



TGGACCGAGTGGAGT 



TTGGAGTGAGTGGAGT 

TGGAGTG CATG GAGT 

TGGAGTTGTTGGAGT 

TGGAGTGTCTGGAGT 

TGGAGTCTTTGGAGT 

TGGAGTCTCTGGAGT 

TGGAG CAACTGGAGT 

TGGAGCATGTGGAGT 

TGGAGTTCCTGGAGC 

TGGAGTGGCTGGAGC 

S 

TG G A GTCTATG GAGC 



Xaa 



location of hit 



locus 
22ql2-qter 



blastx (expects 100) 
MYF-5, p53, INK4a 



His Z81308 



AL0OS63 



Glu 
Ala 
Cys 
Val 
Leu 
Leu 
Asn 
Met 
Ser 
Gly 



U62317 

AC002422 

Z73416 

283843 

Z99706 

ACOO2420 



283131 
AC004388 



Leu Z70050 



TGGAG CTGTTGG AGO Cys L44140 

TGGAGCTCATGGAGC Ser AC004383 

TG GAGTAAATG GAG C Lys Z69732 

TGGAGTTCGTGGAGC Ser Z92545 

TG G AGCTTCTGG AG C - Phe AL0O87O9 

TGGAGTTTCTGGAGT Phe U96409 

TGGAGTTGCTGGAGT Cys Ht'I'E»n4 



12575 tggagccattggagt 12561 



85322 tggngcgagtggagt 85336 



77740 tggagtgagtggagt 77726 
31082 tggagtgcatggagt 31068 
19151 tggagttgttggagt 19137 
31830 tggagtgtctggagt 31816 
114972 tggagtctttggagt 114958 
7749 tggagtctctggagt 7735 
70704 tggagcaactggagt 70690 
5702 tggagcatgtggagt 5688 
4904 tggagttcctggagc 4890 
239975 tggagtggctggag c 239989 
?T34 



22cl2.3-13.2 GM-CSFRb,IL3R, EPOR. etc 



22ql3 latrophilin-related 

22ql3 AJu. tMrttttaN. AD7c-NTP 

X cGMP PDase 

X WOT-8D, Mi-2 

X reverse transcriptase 

X* Selenoprotein 

X homeoprotein, OBRfotop) 

X TcRb.SfilliS 

X VPS41 homolog 

X GAP. mTiIFRfstPB} 



9934 tggagtc tatggagc 9948 
r40766^^gi^[tg CTge4gZ8ea 



112657 tggagctgttggagc 112671 
144906 tggagctcatggagc 144892 
31681 tggagtaaatggagc 31695 
88703 tggagttcgtggagc 88717 
46089 tggagcttctggagc 46075 
116332 tggagtttctggagt 116346 
89544 tggagttgctggagt 89530 



complement C8, C7 



X rab GDI alpha. BDGF 

X RTase. transposon 

Xpll OT-R, acrosin 

Xpll PMK1 
Xpll.23-XplL4rMHC class la. HLA-C 

Xp22 myosin H 

Xp22 EES 
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Probe 


Xaa 




location of hit 


locus 


blastx (expects 100) 


TTGGAGTCACTGGAGT 


His 


AL021706 


11982 tggagtcactggagt 11968 


Xq21.1-21.33 


dopamine receptor 


TGGAGCTGGTGGAGT 


Trp 


AC000113 


119188 tggagctggtggagt 119202 


Xq23 


DNA repair protein, MHC 


TGGAGCAAGTGGAGT 


I**s 


AF007262 


98212 tggagcaagtggagt 98226 


Xq28 


RNA polymerase 


TGGAGCTGCTGGAGT 


Cys 


U82671 


35792 tggagctgctggagt 35806 


Xq28 


XTCF-3c 


TGGAGTCAGTGGAGC 


Gin 


AF011889 


144465 tggagtcagtggagc 144451 


Xq28 


GHRHR, Werner SyncL 


TGGAGCTAATGGAGC 


*** 


AF030876 


107409 tggagctaatggage 107395 


Xq28 


gp41, dk3 



TGGAGTTTCTGGAGT 
TGGAG CAGTTGGAGC 

TGGAGTTTGTGGAGT 
TGGAGCAACTGGAGT 
TGGAGTCCCTGGAGC 
TGGAGCAGATGGAGC 
TGGAG CTCTTGG AGC 

TGGAGCCTTTGGAGC 



Phe 


AC002531 


106698 tggagtttctggagt 106712 


Y 


Alu t hpk 


Ser 


AC004474 


124745 tggagcagttggagc 124731 


Y 


EGFR, Smad6 


Leu 


U26425 


12899 tggagtttgtggagt 12913 


PLCb2 


PttTJlfopprwite* 


Asn 


U96726 


61672 tggagcaactggagt 61658 


mouse DNA 


envelope mILllRf opposite) 


Pro 




22244 tggagtccctggagc 22230 


MHC class II 


cftc,ID033 


Arg 


AC002482 


14276 tggagcagatggagc 14290 


RG208O03 


1*309. TcR, H,9R(T»nWSt 


Ser 


U34879 


24914 tggagctcttggagc 24928 


EDH17B2 


Large tegument protein 










mmmonBfoppfiit, nonWS) 


Leu 


Z15025 


6359 tggagcctttggagc 6373 


Bat2 


bat2. mucin, 










0\f-n5?inihropposi*te. stool 



Redundant clones were shaded. Highlighted and underlined were Hits and Pseudo-hits respectively. 
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Exon U in ACO02303 
I 



#inNRS 



Features 



2 
3 
4 
5 
6 
7 
8 
9a 
9b 
10 



<1 

26334-26398 
30625-30727 
33766-33965 
39240-39394 
40820-40997 
41455-41554 
42285-42366 
44812-44909 
44812-45922< 
45441-45922< 



1-424 in frame stop codon 

425-489 initiation codon, signal peptide 

490-592 conserved Cys residues 

593-792 conserved Cys residues, N-gtycosylation sites 

793-947 Pro-rich motif (PAPPF), N-glycosylation sites 

948- 1 1 25 gt WSEWSdp motif 

1 126-1225 transmembrane domain 

1226-1307 Boxl (IWAVPSP) 

1308-1405* join to exonlO, Box2? (PSTLEVYSCH), non-conserved boundary 
1308-2465** double stop codons, Box2? (PSTLEVYSCH, PAELVESDG), poly A 

1406- 1934* double stop codons, poly A . . — 



'mro fl i n ha* * Exons l+2+3+4+5+6+7-»-8+9a+l0 . 
S bS Exo«T + 2 + 344-^ +7+ 8^a + l0(two alternative riding frames for soluble and TM (-s.g«a» forms) 
NR8 gamma'* : Exons l+2+3+4+5+6+7+8+9b (hypothetical) 



7 3 
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Alignment of NR8 sequence surrounding WSXWS motif (BlastX result) 



NR8 e 


40862 


SllllPliB^KDSSYEEJJVRAGHWRGSS^GlJSaiSDRV^T EQTGSEGRCE AGMDTP IX 


41032 


hTPOR 


442 




I^R-LNGPTgOG^gS^^TRVEfATE 


481 


hOBR 


292 


sffiVDSILPGSgvg 


gjGKRLD&> glgogTgRVgT^ 


331 


hlL2Rb 


201 


gT0^^V^(|Err--@^0iLA§RJK 


232 


HIL7R 


189 


TgQRKLOPAAM^ 1 KJ/RS— ! gDHYFKGPff^TSPSYYFRJPE 1 NNSSGEMDP I EE 


243 


hGM-CSFRb 


196 


T^GgEHLMP^TgVARj 


^TraJ^GSRLSgRPS^PEgCWDSQ 


238 




419 




TGYNg iSSB^EARSffDXES 


438 


mlL3Rb 


200 


N0EgO£LPN§I^AAR] 


j^TRLSAGSSLSGRP§RfySPE$H^P$5 


242 




404 


GLEPDTf^CARjgVKg 1 — SojpB 1 ^SsNEYTWTj 


438 


hILSRa 


302 




^VSSMCREA&jrSEffSOg 1 


329 


hlL9R 


241 




YTgQ^SQeVCFQ 


255 


hEPOR 


211 


rgrtr^tfaJ 


^R-gAEPSFGGTOA^^gsLLJPSO 


247 


h\L2Rr 


209 


|&»SVOGQKRYTFRVK 


SFNgLCpAOH— SsjgSHgi 


244 


HIL12R 


197 


gC^BINVAOEFogRf 


i§GLGS0S|§ gSKfi|$|3 


229 


hlU2Rb 


282 


CDLKPFTEYEFQ 1 SSKL HL?KGSWSDgSESLRAQTPEE 


319 



# : Numbers for NR8 were in nucleotides. Non-shaded sequence represents intronic region. 
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Search of neighbor exons by BlastX 



[Query : 39181-39360] 

NR8 53 HQVKP^EH^fa&ESGQ^ 175 

hILSRa 214 L0£D^^I—^AVAR-gpR^|nW0^SWNSSgRERFEER2 257 

hg P 130 218 YKVJGWPgHjjL — Sj{ I NSEELSS I LKLT WT-NRS I KS V— 1 1 BOTN I 5* 261 

rOBRb 234 ^DPgLGLRME^DDGNLKj^DgOTKAg 263 



[Query : 42301-42480] 

NR8 7 y&SgBUi^&TKGCSQ)^ 66 

mJL9R 305 IPSBEA^RggsVYHiSrlO 324 

hIL9R 305 gpSgAMgog^SVHNG^O 324 
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bp 
1000 
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CO 
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Fetal liver 



Fetal Skeletal Muscle 
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3'-RACE 5'-RACE 



I 1 I I 



1.2kb 




l.lkb 
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[05] 

•e<z> i 

10 20 30 40 50 60 70 80 

GGCA6CCAGCG6CCTCAGACAGACCCACTG6C6TCTCTCTGCT6AGTGACCGTM6CTCGGCGTCTGGCCCTCTGCCTGC 

90 100 110 120 130 140 150 160 

CTCTCCCTGAGTGTGGCTGA^GCCACGCAGCTGTGTCTGTCTGTCTGCGGCCCGTGCATCCCTGCTGCGGC 

170 180 190 200 210 220 230 240 

ACCTTCCTTGCCGTCTCTTTCCTCTGTCTGCTGCTCTGTGGGACACCTGCCTGGAGGCCCAGCTGCCCGtCATCAGAGTG 

250 260 270 280 290 300 310 320 

ACAGGTCTTATGACAGCCTGATTGGTGACTCGGGCTGGGT6TGGATTCTCACCCCAGGCCTCTGCCTGCTTTCTCAGACC 

330 340 350 360 370 380 390 400 

CTCATCTGTCACCCCCA(X;CTGMCCCAGCTGCCACCCCCAGAAGCCCATCAGACTGCCCCCAGCACACGGAATGGATn 

410 420 430 440 450 460 470 480 

CTGAGAMGAAGC<^MACAGAAGGCCCGTGGGAGTCAGCATGCCGCGTGGCTGGGCCGCCCCCTTGCTCCTGCTGCTGC 

HPRGWAAPLLLLL L 

490 500 510 520 530 540 550 560 

TCCAGGGAGGCTGGGGCTGCCCCGACCTCGTCTGCTACACCGATTACCTCCAGACGGTCATCTGCATCCTGGAAATGTGG 
QGGWGCPDLVCYTDYLOTV I CI LEMH 

570 580 590 600 610 620 630 640 

AACCTCCACCGCAGCACGCTCACCCTTACCTGGCMGACCAGTATGAAGAGCTGMGGACGAGGCCACCTCCTGCAGCCT 
NLHPSTLTLTWQDQYEELKDEATSCSL 

650 660 670 680 690 700 710 720 

ccacaggtcggcccacaatgcx:acgcatgccacctacacctgccacatggatgtattccacttcatggccgacgacattt 

HRSAHNATHATYTCHMDVFHFMADD IF 
730 740 750 760 770 780 790 800 

TCAGTGTCM(aTCACAGAC(*GTCTGGCAACTACT<raAG 

SVN 1 TDQSGNYSOECGSFLLAES I KP 

810 B20 8 30 840 850 860 870 880 

GCTCCCCCTTTCMCGTGACTGTGAC^/TTCTCAGGACAGTATAATATCTCCTGGCGCTCAGATTACGAAGACCGTGCCTr 

APPFNVTVTFSGOYNI SWRSDYEDPAF 

890 900 910 920 930 940 950 960 

CTACATGCTGMGGGCMGCTTCAGTATGAGCTGCAGTACAGGMCCGGGGAGAC^JCCTGGGCTGTGAGTCCGAGGAGAA 
YMLKGKLOYELOYRNRGDPWAVSPRRK 
970 980 990 1000 1010 1020 1030 - 1040 

AGCTGATCTCAGTGGACTCAAGMGTGTCTCCCTCCTCCCCCTGGAGTTC^ 

LISVDSRSVSLLPLEFRKOSSYELOV 

1050 1060 1070 1080 1090 1100 1110 1120 

CGGGCAGGGCC<?ATG CCTGGCTCC7(X)TACCAGGGGACCTGGAGTGMTGGAGTGA CCpGGTCATCTTTCA GACCCAGTC 

RAGPMPGSSYOGTWSEWSDPV I FOTQS 

1130 1140 1150 1160 1170 1180 1190 1200 

AGAGGAGTTAAAGGAAGGCTGGAACCCTCACCTGCTGCTTCTCCTCCTGCTTGTCATAGTCTTCATTCCTGCCTTCTGGA 



4 
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EELKEGWNPHLLLLLLLV I VF I PAF WS 
1210 1220 1230 1240 1250 1260 1270 1280 

6CCTGM6ACCCATCCATTGTGGAGGCTATG6AAGMGATATG66CCGTCCCCAG(X3CTGAGC66TTCTTCAT6CCCCTG 
LKTHPLWRLWKK IWAVPSPERFFMPL 
1290 1300 1310 1320 1330 1340 1350 1360 

TACAAGG6CTGCAGCGGAGACTTCAAGAAATGGGTGGGTGCACCCTTCACTGGCTCCAGCCTGGAGCTGGGACCCTGGAG 
YKGCSGDFKKWVGAPFTGSSLELGPWS 

1370 1380 1390 1400 1410 1420 1430 1440 

OXAGAGGTGCCCTCCACCfcTGGAGGTGTACAGCTGCXJAC^^ 
PEVPSTLEVYSCHPPSSPVECDFTSPG 

1450 1460 1470 1480 1490 1500 1510 1520 

GGGACGAAGGACCCCCCCGGAGCTACXJTCCGCCAGTGGGTGGTCATTCCTCCGCCACTTTCGAGCCCTGGACCCCAGGCC 
DEGPPRSYLROWVVIPPPLSSPGPOA 

1530 1540 1550 1560 1570 1580 1590 1600 

AGCTAATGAGGCTGACTGGATGTCCAGAGCT6GCCAGGCCACTGGGCCCTGAGCCAGAGACAAGGTCACCTGGGCTGTGA 

S * * 

1610 1620 1630 1640 1650 1660 1670 1680 

TGTGAAGACACCTGCAGCCTTTGGTCTCCTGGATGGGCCTTTGAGCCTGATGTTTACAGTGTCTGTGTGTGTGTGCATAT 

1690 1700 1710 1720 1730 1740 1750 1760 

GTGTGTGTGTGCATATGCATGTGTGTGTGTGTGTGTGTCTTAGGTGCGCAGTGGCATGTCCACGTGTGTGTGATTGCACG 

1770 1780 1790 1800 1810 1820 1830 1840 

TGCCTGTGGGCCTGGGATAATGCCCATGGTACTCCATGCATTCACCTGCCCTGTGCATGTCTGGACTCACGGAGCTCACC 

1850 1860 1870 1880 1890 1900 1910 1920 

CATGTGCACAAGTGTGCACAGTAAACGTGTTTGTGGTCAACAGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

1930 
AAAAAAAAAAAAAA 



m rt-pcr izm^tLy^^^-^tm^^x'^vtzo srm^m^ snk798-827K 

SN2(894-923), AS2 (1055-1026). AS1<1 127-1098) "CfcSo AS1 to^tli 5'3&<£> 2 M. 
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[06] 

■frco l 

10 20 30 40 50 60 70 80 

G6CAGO;A6CGGCCTCAGACAGACCCACTG6CGTCTCTCTGCTGAGTGACCGTAAGCTC6GCGTCTG6CCCTCTGCCTGC 

90 100 110 120 130 140 150 160 

CTCTCCCTGAGTGTGGCTGACAGCCACGCAGCTGTGTCTGTCTGTCTGCGGCCCGTGCATCCCT6CTGCGGCCGCCTGGT 

170 180 190 200 210 220 230 240 

ACCTTCCTTGCCGTCTCTTTCCTCTGTCTGCTGCTCTGTGGGACACCTGCCTGGAGGCCCAGCTGCCCGTCATCAGAGTG 

250 260 270 280 290 300 310 320 

ACAGGTCTTATGACAGCCTGATTGGTGACTCGGGCTGGGTGTGGAnCTCACCCCAGGCCTCTGCCTGCrTTCTCAGACC 

330 340 350 360 370 380 390 400 

CTCATCTGTCACCCCCACGCTGAACCCAGCTGCXACCCCCAGMGCCCATCAGACTGrcCCCAGC^CACGGMTGGATTT 

410 420 430 440 450 460 470 480 

CTGAGAMGMGCOTAMCAGMGGCCCGTGGGAGTCAGCATGCCGCGTGGCTGGGCCGCCCCCTTGCTCCTGCTGCTGC 

MPRGWAAPLLLLLL 

490 500 510 520 530 540 550 560 

TCCAGGGAGGCTGGGGCTGCCCCGACCTCGTCTGCTACACCGATTACCTCCAGACGGTCATCTGCATCCTGGAAATGTGG 

QGGWGCPDLVCYTDYLQTV I C 1 LEMW 

570 580 590 600 610 620 630 640 

AACCTCCACCCCAGCACGCTCACCCTTACCTGGCAAGACCAGTATGAAGAGCTGAAGGACGAGGCCACCTCCTGCAGCCT 
NLHPSTLTLTWQDOYEELKDEATSCSL 

650 660 670 680 690 700 710 720 

(x;acaggt(»gcccacmtgccacgcatgcca(x;tacacctg(x;acatggatgtattccacttcatggccgacgacattt 

HRSAHNATHATYTCHMDVFHFMADD I F 
MPRMP PTPATWMYSTSWPTTF 
730 740 750 760 770 780 790 800 

tcagtgtcaacatcacagaccagtctggcaactactcccaggagtgtggcagctttctcctggctgagagcmgtccgag 

svn i tdosgnysqecgsfllaeskse 
svstsotslattprsvaafswlraspr 

810 820 830 840 850 860 870 - 880 

gagaaagctgatctcagtggactcaagaagtgtctccctcctccccctggagttccgcaaagactcgagctatgagctgc 

EKADLSGLKKCLPPPPGVPORLEL* 
RKLISVOSRSVSLLPLEFRKDSS YELO 
890 900 910 920 930 940 950 960 

aggtgcgggcagggcccatgcctggctcctcctaccaggggacctggagtgaatggagtgacccggtcatctttcagacc 
vragpmpgssyqgtwsewsdpv I FOT 

6 11-3050172 



10-214720 



[EI 6] 



970 980 990 1000 1010 1020 1030 1040 

CAGTCAGAG6AGTTAMGGAAGGCT6GMC(XrrCACCTGCT€CTTCTCCTCCTGCT7GTCATAGTCTTCATTCCTGCCTT 

O S E E L K E G W N P H L L ~L L L L L V I V F I P A F 

1050 1060 1070 1080 1090 1100 1110 1120 

CTGGAGCCT6AAGACCCATCCATTGTGGAGGCTATGGAAGAAGATATGGGCCGTCCCCAGCCXT6AGCGGTTCTTCATGC 

WSLKTHPLWRLWKK IWAVPSPERFFMP 
1130 1140 1150 1160 1170 1180 1190 1200 

CCCTGTACAAGGGCTGCAGCGGAGACTTCMGAMTGGGTGGGTGCACCCTTCACTGGCTCCAGCCTGGAGCTGGGACCC 

LYK6CS-G0FKKWVGAPFTGSSLEL6P 
1210 1220 1230 1240 1250 1260 1270 1280 

tggagox*gaggtg<xx;tccaccct^ 

wspevpstlevyschppsspvecdfts 

1290 1300 1310 1320 1330 1340 1350 1360 

CCCCGGGGACGMGGAOCCCCCCGGAGCTACCTCCGCG^ 

PGDEGPPRSYLRQWVV I PPPLSSPGPO 

1370 1380 1390 1400 1410 1420 1430 1440 

AGGCCAGCTAATGAGGCTGACTGGATGTCCAGAGCTGGCCAGG0CACTGGGCCCTGAGCCAGAGACAAGGTCACCT6GGC 

AS** 

1450 1460 1470 1480 1490 1600 1510 1520 

TGTGATGTGAAGACACCTGCAGCCTTTGGTCTCCTGGATGGGCCTTTGAGCCTGATGTTTACAGTGTCTGTGTGTGTGTG 



1530 1540 1550 1560 1570 1580 1590 1600 

CATATGTGTGTGTGTGCATATGCATGTGTGTGTGTGTGTGTGTCTTAGGTGCGCAGTGGCATGTCCACGTGTGTGTGATT 



1610 1620 1630 1640 1650 1660 1670 1680 

GCACGTGCCTGTGGGCCTGGGATMTGCCCATGGTACTCCATGCATTCACC7GCCCTGTGCATGTCTGGACTCACGGAGC 



1690 1700 1710 1720 1 730 1 740 1750 - 1760 

TGACCCATGTGCACAAGTGTGCACAGTAAACGTGTTTGTGGTCAACAGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 



1770 1780 
AAAAAAAAAAAAAAAAAAA 

t£) 2 O<0BJj£7£ 0RF £tf U/lo 
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[07] 

-e© i 

10 20 30 40 50 60 70 80 

66CAGCCA6CGQCCTCA6ACA6ACXX5ACT66C6TCTCTCTGCT6AGTGACCGTAAGCTCGGCGTCT6GCCCTCTGCCT6C 

90 100 110 120 130 140 150 160 

CTCTC(X5TGAGTGTGGCTGACAGCCACGCAGCTGTGTCTGTCTGTCTGCGGCCCGTGCATCCCTGCTGCGGCCGCCTGGT 

170 1 80 1 90 200 210 220 230 240 

ACCTT(X5TTGCCGTCTCTTTCCTCTGTCTGCTGCTCTGTGGGACACCTGCCTGGAGGCCCAGCTGCCCGTCATCAGAGTG 

250 260 270 280 290 300 310 320 

ACAGGTCTTATGAGAGCCT6ATTGGTGACTCGGGCTGGGTGTGGATTCTCACCCCAGGCCTCTGCCTGCTTTCTCAGACC 

330 340 350 360 370 380 390 400 

CTttVTCTGTCA(XXXIGACfcCT 

410 420 430 440 450 460 470 480 

CTGAGAAA6AAGC0GAAACAGAAGGCXJCGTGGGAGTCAGCATGCCGCGTGGCTGG6CCGC0CCCTTGCTCCTGCTGCTGC 

MPRGWAAPLLLLLL 

490 500 510 520 530 540 550 560 

TCCAGGGAGGCTGGGGCTGCCCCGACCTCGTCTGCTACACCGATTACCTCCAGACGGTCATCTGCATCCTGGAAATGTGG 
QGGWGCPDLVCYTDYLOTV I C I LEMW 

570 580 590 600 610 620 630 640 

MCCT(£ACa>CA(&ACGCTCACCC^ 

NLHPSTLTLTWODQYEELKDEATSCSL 

650 660 670 680 690 700 710 720 

CCACAGGTCGGCCCACMTGCCACGCATGCCACCTACACCTGCCAC 
HRSAHNATHATYTCHMDVFHFMADD I F 
730 740 750 760 770 780 790 800 

TCAGTGTCAACATCACAGACCAGTCTGGCAACTACTCCCAGGAGTGTGGCAGCTTTCTCCTGGCTGAGAGCATCAAGCCG 
SVN I TDQSGNYSQECGSFLLAES IKP 
810 820 830 840 850 860 870 880 

GCTCCCCCTTTCMCGTGACTGTGACCTTCTCAGGACAGTATAATATCTCCTGGCGCTCAGATTACGAAGACCCTGCXJTT 
APPFNVTVTFSGQYN I SWRSDYEDPAF 

890 900 910 920 930 940 950 960 

CTACATGCTGAAGGGCAAGCTTCAGTATGAGCTGCAGTACAGGAACCGGGGAGACCCCTGGGCTGTGAGTCCGAGGAGAA 
YMLKGKLOYELQYRNRGOPWAVSPRRK 
970 980 990 1000 1010 1020 1030 , 1040 

AGCTGATCTCAGTGGACTCAAGAAGTGTCTCCCTCCTCCCCCTGGAGTTCCGCAAAGACTCGAGCTATGAGCTGCAGGTG 
L ISVDSRSVSLLPLEFRKDSSYELQV 
1050 1060 1070 1080 1090 1100 1110 1120 

CGGGCAGGGCCCATGCCTGGCTCCTCCTACCAGGGGACCTGGAGTGAATGGAGTGACCCGGTCATCTTTCAGACCCAGTC • 
RAGPMPGSSYOGTWSEWSDPV IFOTOS 

1130 1140 1150 1160 1170 1180 1190 1200 

AGAGGAGTTAAAGGAAGGCTGGAACCCTCACCTGCTGCTTCTCCTCCTGCTTGTCATAGTCTTCATTCCTGCCTTCTGGA 
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[H7] 



EELKEGWNPHLLLLLLLV IVF IPAFWS 
1210 1220 1230 1240 1250 1260 1270 1280 

GCCTGAAGAOEATCCATTGTGGAGGCTATGGAAGMGATATGGG^ 

L K T HPL WRLWK K I WAV P S PER F F M P L 
1290 1300 1310 1320 1330 1340 1350 1360 

TACMGGGCTGCAGCGGAGACTTCAAGAMTGGGTGGGTGCACCCTTCACTGGCTCCAGCC7GGAGCTGGGACCCTGGAG 
YKGCSGDFKKWVGAPFTGSSLELGPWS 

1370 1380 1390 1400 1410 1420 1430 1440 

(X)CA6AGGTGCCCTCCACCCTGGAGGTGTACAGCT6CCACCCACCACG 
PEVPSTLEVYSCHPP RSPAKRLQLTEL 
1450 1460 1470 1480 1490 1500 1510 . 1520 

TACAAGAACCAGCAGAGCrGGTGGAGTCTGACGGTGTGCCCAAQCCCAGCTTCTQGCCGACAQCCCAGAACTCGGGGGGC 
QEPAELVESDGVP KPSFVfPTAQNSGG 

1530 1540 1550 1560 1570 1580 1590 1600 

TCAGCTTACAGTGAGGAGAGGGATCGGCCATACGGCCTGGTGTCCATTGACACAGTGACTGTGCTAGATGCAGAGGGGtX 
SAYSEERDRPYGLVSI DTVTVLDAEGP 

1610 1620 1630 1640 1650 1660 1670 1680 

ATGCACCTGGCCCTGCAGCTGTGAGGATGACGGCTA0CCA6C0CTGGACCTGGATGCTGGCCTGGAGCCCAGCCCAGG0C 
CTWPCSCEDDGYPALDLDAGLEPSPGL 

1690 1700 1710 1720 1730 1740 1750 1760 

TAGA6GACGCACTCTTGGATGCAGGGACCACAGTCCTGTCCTGTGGCTGTGTCTCAGCTGGCAGCCCTGGGCTAG6AGGG 
EPPLLDAGTTVLSCGCVSAGSPGLGG 

1 770 1 780 1 790 1 800 1810 1 820 1 830 1 840 

CCCCTffiGAAGCCTCCTGGACAGACTAAAGCCACCCCTTGCAGATGGGGAGGACTGGGCTGGGGGACTGCCCTGGGGTGG 
PLGSLLDRLKPPLADGEDWAGGLPWGG 

1850 1860 1870 1880 1 890 1900 1910 1920 

CCGGTCACGTGGAGGGGTCTCAGAGAGTGAGGCGGGCTCACCQJTGGCCGGCCTGGATATGGACACGTTTGAGAGTGGCT 
RSPGGVSESEAGSPLAGLDMDTFOSGF 

1930 1940 1950 1960 1970 1980 1990 2000 

TTGTGGGCTCTGACTGCAGCAGCCCTGTGGAGTGTGACTTCACCAGCCCC^GGGACGMGGACCCCCXXX^AGCTACCTC 
V G S D C SSPVECDFTSPGDEGPPRSYL 

2010 2020 2030 2040 2050 2060 2070 . 2080 

CGCCAGT^aGTGGTCATTCCTCCGCCACTTTCGAGCCCTGGACCCCAGGCCAGCTAATGAGGCTGACTGGATGTCCAGAG 
RQWVY I PPPLSSPGPQA S + * 

2090 2100 2110 2120 2130 2140 2150 2160 

CTGGCCAGGCCACTGGGCCCTGAGCCAGAGACAAGGTCACCTGGGCTGTGATGTGAAGACACCTGCAGCCTTTGGTCTCC 

2170 2180 2190 2200 2210 2220 2230 2240 
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[1^7 J 

*r<D3 

TGGAT6GGCCTTTGA6CCTGATGTTTACAGTGTCTGTGT6T6TGTGCATATGTGTGTGTGTGCATATGCATGT6TGTGTG 

2250 2260 2270 2280 2290 2300 2310 2320 

TGTGTGTGTCTTAGGTGCGCAGTGGCATGTCCACGTGTGTGTGATTGCACGTGCCTGTGGGCCTGGGATAATGCCCATGG 

2330 2340 2350 2360 2370 2380 2390 2400 

TACTCCATGCATTCACCTGCCCTGTGCATGTCTGGACTCACGGAGCTCACCCATGTGCACAAGTGTGCACAGTAAACGTG 

2410 2420 2430 2440 2450 2460 2470 2480 

TTTGTGGTCMCAGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 



1 0 
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Schematic representation of NK8 gene structure 
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Alu subfamily: ■ • 
MIR: ■ 
Other repeats*: ■ 



■ ■■■ ■ m ■ ■ ■ i 



678 9a 10 




NR8<i 



NR8£ 



NR8y 



* Other repeats include (CA)n, (CAGA)n, (TGGA)n, (CATA)n, (TA)n ( (GA)n, (GGAA)n, (CATG)n, (GAAA)n, MSTA, 
AT-rich ( MLT1A1, LINE2, FLAM.C, MER63A, MSTB. 



ffiIE#^ 1 1-3050172 



4f 10-214720 

mm 

ternary jmizz&nmzj: vmjEztiTcT$;mm&jzji'?z>m&n. 
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_ [ 5 9 6^1 0 2 7 9 1] 

1. SESWUiB 1 9 9 6^ 7H15H 

ft m mmmffimmmfettykx- 153^2 



\ 



1 11-3050172 



